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Panel 4D Summary: Ag3471 The CG59564-01 gene, a sorting nexin homolog, is most 
highly expressed in normal colon (CT=30). In addition, this gene is expressed at high to 
moderate levels in a wide range of cell types of significance in the immune response in health 
and disease. These cells include members of the T-cell, B-cell, endothelial cell, 
macrophage/monocyte, and peripheral blood mononuclear cell family, as well as epithelial and 
fibroblast cell types from lung and skin, and normal tissues represented by colon, lung, thymus 
and kidney. This ubiquitous pattern of expression suggests that this gene product may be 
involved in homeostatic processes for these and other cell types and tissues. This pattern is in 
agreement with the expression profile in General_screening_panel vl.4 and also suggests a 
role for the gene product in cell survival and proliferation. Therefore, modulation of the gene 
product with a functional therapeutic may lead to the alteration of functions associated with 
these cell types and lead to improvement of the symptoms of patients suffering from 
autoimmune and inflammatory diseases such as asthma, allergies, inflammatory bowel 
disease, lupus erythematosus, psoriasis, rheumatoid arthritis, and osteoarthritis. 

AY, CG59553-01: Secretory protein SEC8 

Expression of gene CG59553-01 was assessed using the primer-probe set Ag3465, 
described in Table AY A. Results of the RTQ-PCR runs are shown in Tables AYB, AYC and 
AYD. 

Table AYA . Probe Name Ag3465 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 

NO: 


Forward 


5 ' -ttcacagcaagaagatgaacct-3 ' 


22 


616 


547 


Probe 


TET-5 ' -tcatagatgaactacacc9gcacctg-3 ' - 
TAMRA 


26 


649 


548 


Reverse 


5 ' -ctcggctagtcgatttgatgt-3 ' 


21 


676 


549 



Table AYB . CNS_neurodegeneration_vl.O 



Tissue Name 


Rel. Exp.(%) Ag3465, 
Run 210376516 


Tissue Name 


Ret. Exp.(%) Ag3465, 
Run 210376516 


AD 1 Hippo 


21.3 


Control (Path) 3 
Temporal Ctx 


8.2 


AD 2 Hippo 


33.0 


Control (Path) 4 

Temporal Ctx 


40.9 


AD 3 Hippo 


11.0 


AD 1 Occipital Ctx 


20.7 
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AD 4 Hippo 


11.6 


AD 2 Occipital Ctx 
(Missing) 


0.0 


AD 5 Hippo 


87.7 


AD 3 Occipital Ctx 


10.3 


AD 6 Hippo 


46.7 


AD 4 Occipital Ctx 


24.8 


Control 2 Hippo 


29.7 


AD 5 Occipital Ctx 


40.6 




20 4 


AD 6 Occicital Ctx 


25.3 


Control (Path) 3 

oippu 


14.2 


Control 1 Occipital 
Ctx 


6.7 


AD 1 Temporal Ctx 


21.3 


Control 2 Occipital 
Ctx 


59.9 


AD 2 Temporal Ctx 


38.7 


Control 3 Occipital 
Ctx 


21.8 


AD 3 Temporal Ctx 


8.2 


Control 4 Occipital 
Ctx 


11.8 


AD 4 Temporal Ctx 


30.8 


Control (Path) 1 
Occioital Ctx 

^^^^^^ XWAm 


79.6 


AD 5 Inf Temporal 


100.0 


Control (Path) 2 
Occipital Ctx 


18.8 


AD 5 Sup Temporal 


58.2 


Control (Path) 3 
Occioital Ctx 


4.0 


AD 6 Inf Temporal 


47.6 


Control (Path) 4 
Occinital Ctx 


25.7 


AD 6 Sup Temporal 


52.1 


Control 1 Parietal 
Ctx 


14.2 


Control 1 Temporal 

CtY 
V. lA 


11.8 


Control 2 Parietal 
Ctx 


56.6 


Control 2 Temporal 


42.0 


Control 3 Parietal 
Ctx 


23.8 


Control 3 Temporal 

lA 


22.8 


Control (Path) 1 
Parietal Ctx 


75.3 


Control 3 Temporal 

V_»IA 


14.0 


Control (Path) 2 
Parietal Ctx 


29.7 


Control (Path) 1 
Temporal Ctx 


64.6 


Control (Path) 3 
Parietal Ctx 


8.5 


Control (Path) 2 
Temporal Ctx 


47.0 


Control (Path) 4 
Parietal Ctx 


52.9 



Table AYC . General_screeningj)anel_vl.4 



Tissue Name 


Rel. Exp.(%) Ag3465, 
Run 217118990 


Tissue Name 


Rel. Exp.(%) Ag3465, 
Run 217118990 


Adipose 


13.1 


Renal ca.TK-10 


60.7 


Melanoma* 
Hs688(A).T 


22.5 


Bladder 


37.9 


Melanoma* 


30.1 


Gastric ca. (liver met.) 


42.9 
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Hs688(B).T 




NCI-N87 


Melanoma* Ml 4 


S4 7 


Gastric ca. IC^TO 111 


48.0 


Melanoma* 

LUAIMVI 


15.5 


Colon ca. SW-948 


5.5 


Melanoma* SK- 
McL-j 


42.0 


Colon ca. SW480 


57.4 


Squamous cell 
carcinoma SCC-4 


8.7 


Colon ca.* (SW480 
met) bWoZO 


37.4 


1 eSllS rOOi 




Colon ca. H r29 




rrostaie ca. (Done 

met) PC-3 


63.7 


Colon ca. HCT-116 


28.3 


Prostate Pool 


13.0 


Colon ca. CaCo-2 


46.7 


Placenta 


7.1 


Colon cancer tissue 


OA A 
ZO.4 


uierus rooi 


1 9 fl 


Colon ca.SWl 116 


8.6 


Ovarian ca. 


37.4 


Colon ca. Colo-205 


6.9 


Ovarian ca. SK-OV- 


21.5 


Colon ca. SW-48 


7.5 


Ovarian ca, 

U V AK-4 


26.1 


Colon Pool 


21.8 


Ovarian ca. 

UVv>/\K-J 


42.0 


Small Intestine Pool 


25.5 


Ovarian ca. IGROV- 
1 


23.5 


Stomach Pool 


15.4 


Ovarian ca. 
OVCAR-8 


24.7 


Bone Marrow Pool 


9.4 


Ovary 


14.0 


Fetal Heart 


u.y 


oreasi ca. jvi\^r-/ 




Heart Pool 


111 
1 1.1 


oreasi ca. jvilia.- 
MB-231 


49.0 


Lymph Node Pool 


23.8 


Breast ca. BT 549 


45.4 


Fetal Skeletal Muscle 


n.9 


Breast ca. T47D 


74.7 


Skeletal Muscle Pool 


26.2 


Breast ca, MDA-N 


20.4 


Spleen Pool 




oreasi rooi 




Thymus Pool 


39.8 


Trachea 


15.4 


CNS cancer (glio/astro) 
U87-MG 


100.0 


Lung 


6.8 


CNS cancer (glio/astro) 
U-118-MG 


54.7 


Fetal Lung 


41.5 


CNS cancer 
(neuro;met) SK-N-AS 


50.0 


Lung ca. NCI-N417 


12.2 


CNS cancer (astro) SF- 
539 


19.3 


Lung ca. LX- 1 


26.1 


CNS cancer (astro) 
SNB-75 


75.3 
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Lung ca. NCI-H146 


12.6 


CNS cancer (glio) 
SNB-19 


23.8 


Lung ca. SHP-77 


33.9 


CNS cancer (glio) SF- 

295 


95.3 


Lung ca. A549 


43.8 


Brain (Amygdala) Pool 


11.6 


Lung ca. NCI-H526 : 


7.6 


Brain (cerebellum) 


12.2 


T lino TvJP[-H91 


78 5 


Brain (fetal) 


32.5 


Lung ca. NCI-H460 


25.0 


Brain (HiooocamDUs) 
Pool 


12.7 


T una ra HOP-fi? 


28.5 


Cerebral Cortex Pool 


15.8 


Lungca.NCI-H522 


25.0 


Brain (Substantia niera) 
Pool 


11.7 


Liver 


2.0 


Brain (Thalamus) Pool 


17.7 


Fetal Liver 


18.7 


Brain (whole) 


15.6 


Liver ca. HepG2 


15.5 


Spinal Cord Pool 


12.5 


Kidney Pool 


36.6 


Adrenal Gland 


17.7 


Fetal Kidney 


26.8 


Pituitary gland Pool 


6.0 


Renal ca. 786-0 


55.5 


Salivary Gland 


7.0 


Renal ca. A498 


19.8 


Thyroid (female) 


6.6 


Renal ca. ACHN 


31.0 


Pancreatic ca. CAPAN2 


40.3 


Renal ca. UO-31 


48.0 


Pancreas Pool 


28.7 



Table AYD. Panel 4D 



Tissue Name 


Rel. Exp.(%) 
Ag3465, Run 
166417102 


Tissue Name 


Rel. Exp.(%) 
Ag3465, Run 
166417102 


Secondary Thl act 


22.1 


HUVEC IL-lbeta 


14.6 


Secondary Th2 act 


33.9 


HUVEC IFN gamma 


17.8 


Secondary Trl act 


44.4 


HUVEC TNF alpha +IFN 
gamma 


10.6 


Secondary Thl rest 


33.4 


HUVEC TNF alpha + 1L4 


8.3 


Secondary Th2 rest 


25.0 


HUVECIL-11 


8.2 


Secondary Trl rest 


29.7 


Lung Microvascular EC 
none 


12.3 


Primary Thl act 


14.3 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


14.8 


Primary Th2 act 


41.2 


Microvascular Dermal EC 
none 


15.5 


Primary Trl act 


46.7 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


14.7 


Primary Thl rest 


88.9 


Bronchial epithelium 
TNFalpha + ILlbeta 


15.5 


Primary Th2 rest 


39.2 


Small airway epithelium 


14.0 
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lone 




Primary Trl rest 


< 

31.0 : 


Small airway epithelium 
rNFalpha + IL-lbeta 


65.5 


CD45RA CD4 
lymphocyte act 


20.6 < 


[^oronery artery SMC rest 


18.3 


lymphocyte act 


29.9 


I!oronery artery SMC 
rNFalpha + IL-lbeta 


12.5 


Cuo lympnocyie aci 




Astrocytes rest 


28.7 


Secondary CDS 
lymphocyte rest 


24.1 


Astrocytes TNFalpha + 
[L-lbeta 


31.6 


Secondary CDS 
lymphocyte act 


18.7 


KU-812 (Basophil) rest 


19.8 


CD4 lymphocyte none 


19.5 


KU-812 (Basophil) 
PMA/ionomycin 


42.6 


2ry Thl/Th2/Trl_anti- 


37.4 


CCD1106 (Keratinocytes) 

none 


21.8 


LAK cells rest 


17.1 


CCD 1 106 (Keratinocytes) 
TNFalpha + IL-lbeta 


100.0 


LAK cells IL-2 


35.8 


Liver cirrhosis 


16.5 


LAK ceils 1L-/^^1L- 1-!^ 


32 3 


Luous kidnev 


23.5 


LAK cells lL-/+irIN 

gamma 


38.4 


NCI-H292 none 


48.6 


T AV ^aUo TT 0-1- TT 18 
LAK cells IL-Z^ iL- 1 o 


32 5 


NCI-H292 IL-4 


45.1 


LAK cells 
PMA/ionomvcin 


12.0 


NCI-H292 IL-9 


49.7 


NK Cells IL-2 rest 


24.7 


NCI-H2921L-13 


26.4 


Two Way MLR 3 day 


31.4 


NCI-H292 IFN gamma 


25.3 


Iwo Way MLK J aay 


19 6 


HPAEC none 


17.9 


Two Way MLR 7 day 


14.9 


HPAEC TNF alpha + IL-1 
beta 


20.2 


rrJML' rest 


1$t 4 


Lung fibroblast none 


39.2 


PBMC PWM 


18.7 


Lung fibroblast TNF alpha 
-f IL-1 beta 


32.8 


PBMC PHA-L 


10.2 


Lung fibroblast IL-4 


28.3 


Ramos (B cell) none 


ft\ ft 


Lung fibroblast IL-9 


20.4 


lOorvi^c I^«»1U 

ionomycin 


4t).7 


Lung fibroblast IL-i3 


i in c 
j 1 7.^ 


B lymphocytes PWM 


28.1 


Lung fibroblast IFN 


26.6 


B lymphocytes CD40L 
and lL-4 


44.8 


Dermal fibroblast 
CCD 1070 rest 


26.8 


EOL-1 dbcAMP 


33.2 


Dermal fibroblast 
CCD1070 TNF alpha 


50.7 


E0L4 dbcAMP 
PMA/ionomycin 


25.5 


Dermal fibroblast 
CCDl 070 IL-1 beta 


18.4 
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Dendritic cells none 


30.1 


Dermal fibroblast EFN 
gamma 


1 Q 0 


Dendntic cells Lro 


19 1 


Dermal fibroblast IL-4 


34.6 


Dendntic cells ami- 

rn40 


33.7 


BD Colitis 2 


y.y) 


Monocytes rest 


25.0 


IBD Crohn's 


12.4 


Monocytes LPS 


16.3 


Colon 


56.3 


Macrophages rest | 44.4 


Lung 


16.4 


Macrophages LPS 14.4 


Thymus 


49.3 


HUVECnone 20.4 


Kidney 


52.1 


HUVEC starved | 37.1 | 





CNS_neurodegeneratioii_vl.O Summary: Ag3465 This panel does not show differential 
expression of the CG59553-01 gene in Alzheimer's disease. However, this expression profile 
confirms the presence of this gene in the brain. Please see Panel 1 .4 for discussion of utility of 
this gene in the central nervous system. 

General_screening_panel_vl.4 Summary: Ag3465 Highest expression of the CG59553-01 
gene is seen in a brain cancer cell line (CTs=24). Expression of this gene is ubiquitous 
throughout this panel, with significant levels of expression in clusters of cell lines derived 
from brain, renal, colon, lung, breast, ovarian, and melanoma cancers. These high levels of 
expression in all the samples on this panel suggest a role for this gene in cell growth and 
proliferation. 

This molecule is also expressed at high levels in all regions of the CNS examined. 
Therefore, therapeutic modulation of the expression or function of this gene may be usefiil in 
the treatment of neurologic disorders, such as Alzheimer's disease, Parkinson's disease, 
schizophrenia, multiple sclerosis, stroke and epilepsy. 

Among tissues with metabolic function, this gene is expressed at high to moderate 
levels in pituitary, adipose, adrenal gland, pancreas, thyroid, and adult and fetal skeletal 
muscle, heart, and liver. This widespread expression among these tissues suggests that this 
gene product may play a role in normal neuroendocrine and metabolic and that disregulated 
expression of this gene may contribute to neuroendocrine disorders or metabolic diseases, such 
as obesity and diabetes. 

Panel 4D Summary: Ag3465 The CG59553-01 gene is expressed at high to moderate levels 
in a wide range of cell types of significance in the immune response in health and disease. 
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These cells include members of the T-cell, B-cell, endothelial cell, macrophage/monocyte, and 
peripheral blood mononuclear cell family, as well as epithelial and fibroblast cell types from 
lung and skin, and normal tissues represented by colon, lung, thymus and kidney. This 
ubiquitous pattern of expression suggests that this gene product may be involved in 
homeostatic processes for these and other cell types and tissues. This pattern is in agreement 
with the expression profile in General_screeningj)anel_vl.5 and also suggests a role for the 
gene product in cell survival and proliferation. Therefore, modulation of the gene product with 
a functional therapeutic may lead to the alteration of functions associated with these cell types 
and lead to improvement of the symptoms of patients suffering from autoimmune and 
inflammatory diseases such as asthma, allergies, inflammatory bowel disease, lupus 
erythematosus, psoriasis, rheumatoid arthritis, and osteoarthritis. 

AZ. CG59435-01 and CG59435-02: Human Neddl 

Expression of gene CG59435-01 and CG59435-02 was assessed using the primer- 
probe set Ag3437, described in Table AZA. Results of the RTQ-PCR runs are shown in Tables 
AZB, AZC and AZD. Please note that CG59435-02 represents a full-length physical clone of 
the CG59435-01 gene, validating the prediction of the gene sequence. 

Table AZA. Probe Name Ag3437 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 ' -tggtgctgaaagtggaaatc-3 ' 


20 


1536 


550 


Probe 


TET-5 ' -cctctccatcatctaaccaaacaaga-3 ' - 
TAMRA 


26 


1562 


551 


Reverse 


5 ' -tgggcttcaatttcattctct-3 ' 


21 


1611 


552 



Table AZB. CNS_neurodegeneration_vl.O 



Tissue Name 


Rel. Exp.(%) Ag3437, 
nuu Aluj /*tj7t ] 


Tissue Name 


Rel. Exp.(%) Ag3437, 
Run 210374394 


AD 1 Hippo 


8.9 


Control (Path) 3 
Temporal Ctx 


6.9 


AD 2 Hippo 


25.7 


Control (Path) 4 
Temporal Ctx 


27.9 


AD 3 Hippo 


18.2 


AD 1 Occipital Ctx 


26.6 


AD 4 Hippo 


13.2 


AD 2 Occipital Ctx 
(Missing) 


0.0 


AD 5 hippo 


52.9 


AD 3 Occipital Ctx 


7.6 
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AD 6 HioDO 


100.0 


AD 4 Occipital Ctx 


26.6 


Control 2 Hippo 


26.1 


AD 5 Occipital Ctx 


26.8 


Control 4 iiippo 




AD 6 Occipital Ctx 


21.8 


Control (Path) 3 
Hippo 


14.7 


Control 1 Occipital 
Ctx 


9.0 


AD 1 Temporal Ctx 


35.8 


Control 2 Occipital 
Ctx 


23.5 


AD 2 Temporal Ctx 


27.7 


Control 3 Occipital 
Ctx 


17.8 


AD 3 Temporal Ctx 


14.6 


Control 4 Occipital 
Ctx 


14.6 


AD 4 Temporal Ctx 


23.3 


Control (Path) 1 
Occinital Ctx 


70.2 


AD 5 Inf Temporal 


65.5 


Control (Path) 2 
Occioital Ctx 


12.9 


AD 5 SupTemporal 


47.0 


Control (Path) 3 
Occipital Ctx 


4.9 


AD 6 Inf Temporal 
Lix 


78.5 


Control (Path) 4 
Occinital Ctx 


22.2 


AD 6 Sup Temporal 
Ltx 


92.0 


Control 1 Parietal 
Ctx 


13.3 


Control 1 Temporal 
Ltx 


10.9 


Control 2 Parietal 
Ctx 


50.0 


Control 2 Temporal 
Ltx 


23.5 


Control 3 Parietal 
Ctx 


13.1 


Control 3 Temporal 

LIX 


17.9 


Control (Path) 1 
Parietal Ctx 


35.4 


Control 4 Temporal 

L-tx 


12.8 


Control (Path) 2 

Parietal Ctx 


26.6 


Control (Path) 1 
Temporal Ctx 


37.4 


Control (Path) 3 
Parietal Ctx 


5.4 


Control (Path) 2 
Temporal Ctx 


44.4 


Control (Path) 4 
Parietal Ctx 


29.3 



Table AZC . General_screeningjpanel__vl.4 



i 

Tissue Name 


Rel. fc:xp.(7o) Agi437, 
Run 217066730 


1 

Tissue Name 


ivei. ii,xp.(yo) AgjHj /, 
Run 217066730 


Adipose 


10.0 


Renal ca. TK-10 


24.0 


Melanoma* 
Hs688(A).T 


25.7 


Bladder 


18.6 


Melanoma* 
Hs688(B).T 


27.5 


Gastric ca. (liver met.) 
NCI-N87 


100.0 


Melanoma* M14 


34.9 


Gastric ca. KATO III 


60.3 


Melanoma* 


31.9 


Colon ca. SW-948 


9.7 
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Melanoma* SK- 


8.7 < 


Colon ca. SW480 


61.6 


oQuamous ceii 
carcinoma SCC-4 


24.8 


Colon ca.* (SW480 
met) SW620 


46.3 


1 esiis rOOl 


25 9 


Colon ca. HT29 


22.7 


rrosiaie ca, ^douc 
met) PC-3 


84.1 


Colon ca. HCT-116 


72.2 


Prostate Pool 


12.3 


Colon ca. CaCo-2 


32.8 


Placenta 


0.3 


Colon cancer tissue 


38.2 


uierus rooi 


11 4 


Colon ca. SW1116 


7.5 


Ovarian ca. 


33.2 


Colon ca. Colo-205 


6.7 


Ovarian ca. SK-OV- 


92.7 


Colon ca. SW-48 


7.1 


Ovarian ca. 

n\7PAD ^ 
U V l^/vlx-H 


9.7 


Colon Pool 


27.2 


Ovarian ca. 


26.4 


Small Intestine Pool 


22.8 


Ovarian ca. IGROV- 

1 

I 


16.5 


Stomach Pool 


12.3 


vyvanan ca. 
OVCAR-8 


6.5 


Bone Marrow Pool 


13.5 


Ovary 


7.6 


Fetal Heart 


21.9 


rjreasi ca. iviv»,r- / 


24 3 


Heart Pool 


11.7 


Dreasi ca. iviu/\- 
MB-231 


84.1 


Lymph Node Pool 


30.4 


Breast ca. BT 549 


68.3 


Fetal Skeletal Muscle 


15.2 


Breast ca. T47D 


52.1 


Skeletal Muscle Pool 


28.5 


Breast ca. MDA-N 


18.9 


Spleen Pool 


15.8 


T3 T*ia opt |J r\ 1 

orcasi rooi 


26.6 


Thymus Pool 


21.2 


Trachea 


9.2 


CNS cancer (glio/astro) 
U87-MG 


14.0 


Lung 


4.9 


CNS cancer (glio/astro) 
U-118-MG 


91.4 


Fetal Lung 


49.0 


CNS cancer 
(neuro;met) SK-N-AS 


cc <: 


Lung ca. NCI-N417 


4.9 


CNS cancer (astro) SF- 

539 


14.5 


Lungca. LX-1 


: 37.4 


CNS cancer (astro) 
SNB-75 


33.0 


Lung ca. NCI-H146 


6.8 


CNS cancer (glio) 
SNB-19 


12.5 


Lung ca. SHP-77 


51.4 


CNS cancer (glio) SF- 

295 


51.4 
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I un2 ca A549 


33.9 I 


irain (Amygdala) Pool | 0.0 


Lung ca. NCI-H526 ' 


8.4 I 


Jrain (cerebellum) 1-5 


Lung ca. jNi^i-nii*> 


34.4 1 


Jrain (fetal) 


6.2 


Lung ca. NCI-H460 


I 

98.6 , 


irain (Hippocampus) 

*ool 


3.0 


Lung ca. rlUr-oz 


15.2 ( 


^erebral Cortex rool 




Lung ca. NCI-H522 


1 

37.9 , 


Brain (Substantia nigra) 


3,6 


Liver 


0.4 1 


hirain /Thalamll<^^ Pool 


3.9 


Fetal Liver 


26.8 1 


□rain ^ wnoicy 


l.l 


Liver ca HeoG2 


11.3 ! 


^piuai v^uru ruui 


5.0 


Kidnev Pool 


23.2 


/'Aurend.i vjridiiu 


3.3 


Fetal Kidnev 


42.9 


. iiuiiciry ^laiiu ruui 


4.5 


Renal ca 786-0 


41-5 


Salivary Gland 


0.9 


Renal ca A498 


12.9 


Thyroid (female) 


4.2 


Renal ca. ACHN 


20.2 


Pancreatic ca. CAPAN2 


20.7 


Renal ca. UO-31 


29.7 


Pancreas Pool 


19.8 


Table AZD. PaneM.lD 


Tissue Name 


Rel. Exp.(%) 
Ag3437, Run 
169839068 


Tissue Name 


Rel. Exp.(%) 
Ag3437, Run 
169839068 


Secondary Thl act 


44.8 


HUVEC IL-lbeta 


23.2 


Secondary Th2 act 


57.8 


HUVEC IFN gamma 


26.2 


Secondary Trl act 


60.7 


HUVEC TNF alpha + IFN 
gamma 


18.6 


Secondary Thl rest 


10.2 


HUVEC TNF alpha + 1L4 


16.7 


Secondary Th2 rest 


14.3 


HUVEC IL-U 


10.9 


Secondary Trl rest 


13.9 


Lung Microvascular EC 
none 


28.1 


Primary Thl act 


37.4 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


25.3 


Primary Th2 act 


34.9 


Microvascular Dermal EC 
none 


19.9 


Primary Trl act 


39.0 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


17.3 


Primary Thl rest 


17.8 


Bronchial epithelium 
TNFalpha + ILlbeta 


20.9 


Primary Th2 rest 


14.7 


Small airway epithelium 
none 


4.9 


Primary Trl rest 


23.2 


Small airway epithelium 
TNFalpha + IL-lbeta 


20.4 


CD45RA CD4 


39.0 


Coronery artery SMC rest 


10.7 
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lymphocyte act 




CD45RO CD4 
lymphocyte act 


37.4 ! 


Zoronery artery SMC 
rNFalpha + IL-lbeta 


10.7 


CDS lymphocyte act 


31.9 i 


Astrocytes rest 


9.2 


Secondary CDS 
lymphocyte rest 


33.7 j 


Astrocytes TNFalpha + 
IL-lbeta 


6.4 


Secondary CDS 
lymphocyte act 


21.8 ] 


[CU-812 (Basophil) rest 


36.6 


CD4 lymphocyte none 


10.4 


KU-812 (Basophil) 
PMA/ionomycin 


100.0 


2ryThl/Th2/Trl anti- 
CD95 CHll 


15.7 


CCD 1106 (Keratinocytes) 
none 


21.9 


LAK cells rest 


21.8 


CCDl 106 (Keratinocytes) 
TNFalpha + IL-lbeta 


29.9 


LAK cells IL-2 


24.1 


Liver cirrhosis 


D.U 


LAK cells IL-2+1L-12 


33.2 


NCI-H292 none 


1 1 n 


LAK cells IL-2+IFN 
gamma 


38.4 


NCI-H292 IL-4 


25.2 


LAK cells IL.2+ lL-18 


33.9 


NCI-H292 IL-9 




LAK cells 
PMA/ionomycin 


9.3 


NCI-H292 IL-13 


26.2 


NK Cells IL-2 rest 


27.9 


NCI-H292 IFN gamma 


17 Q 


Two Way MLR 3 day 


23.2 


HPAEC none 


13. / 


1 wo Way iVli^iv J \J.a.y 


25.3 


HPAECTNF alpha + IL-1 
beta 


30.8 


Two Way MLR 7 day 


23.8 


Lung fibroblast none 


1 7 1 


PBMC rest 


9.1 


Lung fibroblast TNF alpha 


9.5 


PBMC PWM 


25.9 


Lung fibroblast IL-4 


11.7 


PBMC PHA-L 


27.7 


Lung fibroblast IL-9 




Ramos (B cell) none 


23.5 


Lung fibroblast IL-13 


11.2 


Ramos (B cell) 
ionomycin 


23.0 


Lung fibroblast IFN 
gamma 


19.5 


B lymphocytes PWM 


36.3 


Dermal fibroblast 
CCD1070 rest 


66.9 


and IL-4 


21.5 


iDermal fibroblast 
CCD 1070 TNF alpha 


in ^ 


PHT 1 HKrAMP 


21.0 


Dermal fibroblast 
CCD 1070 IL-1 beta 


46.3 


EOL-l dbcAMP 

0\/f A /ifMinmvpin 
r IVi/V lOilUIIiyciH 


19.8 


Dermal fibroblast IFN 
gamma 


17.1 


Dendritic cells none 


10.2 


Dermal fibroblast IL-4 


1 21.5 


Dendritic cells LPS 


10.8 


Dermal Fibroblasts rest 


1 8.9 


Dendritic cells anti- 


9, 1 Neutrophils TNFa+LPS 


J 0.5 
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CD40 








Monocytes rest 


10.1 


Neutrophils rest 


5.7 


Monocytes LPS 


11.6 


Colon 


5.5 


Macrophages rest 


13.9 


Lung 


10.7 


Macrophages LPS 


15.7 


Thymus 


39.2 


HUVEC none 


11.8 


Kidney 


8.8 


HUVEC starved 


18.7 







CNS_neurodegeneration_vl.O Summary: Ag3437 This panel confirms the expression of 
CG59435-01 gene at low levels in the brains of an independent group of individuals. 
However, no differential expression of this gene was detected between Alzheimer's diseased 
postmortem brains and those of non-demented controls in this experiment. Please see Panel 
1.4 for a discussion of the potential utility of this gene in treatment of central nervous system 
disorders. 

General_screeningjpanel_vl.4 Summary: Ag3437 The CG59435-01 is gene is 
ubiquitously exrpressed in this panel, with highest expression in a gastric cancer cell line 
(CT=26.5). In addition, significant levels of expression are evident in cell lines from brain 
cancer, colon cancer, ovarian cancer, breast cancer, prostate cancer and lung cancer. Thus, 
expression of this gene could be used as a marker to detect the presence of these cancers. 
Furthermore, therapeutic modulation of the expression or function of this gene may be 
effective in the treatment of these cancers. 

In addition, this gene is expressed at moderate to low levels in pituitary, adipose, 
adrenal gland, pancreas, thyroid, and adult and fetal skeletal muscle, heart, and liver. This 
widespread expression among metabolic tissues suggests that this gene product may play a 
role in normal neuroendocrine and metabolic and that disregulated expression of this gene may 
contribute to neuroendocrine disorders or metabolic diseases, such as obesity and diabetes. 

In addition, the CG59435-01 gene encodes a homologue of mouse NEDDl protein. 
Nedd is an acronym of "neural precursor cell expressed developmentally and down-regulated" 
(Ref 1) The developmentally regulated mouse gene Neddl encodes a protein with similarities 
to the beta subunit of heterotrimeric OTP-binding proteins that has growth suppressing activity 
when overexpressed in various cultured cell types. Neddl mRNA is shov^ to be strongly 
expressed in early embryonic brain and may play a role in the differentiation-coupled growth 
arrest in neuronal cells (Ref 2). The moderate to low levels (CT=30-33) in all regions of the 

central nervous system examined suggest that this gene product may also play a role in the 
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differentiation-coupled growth arrest in neuronal cells.Furthennore, this gene may play a role 
in central nervous system disorders such as Alzheimer's disease, Parkinson's disease, epilepsy, 
multiple sclerosis, schizophrenia and depression. 

References: 

1 . Kumar S, Tomooka Y, Noda M. (1992) Identification of a set of genes with 
developmentally down-regulated expression in the mouse brain. Biochem Biophys Res 
Commun 1 85(3): 1 155-61 

2. Kumar S, Matsuzaki T, Yoshida Y, Noda M. (1994) Molecular cloning and 
biological activity of a novel developmentally regulated gene encoding a protein with beta- 
transducin-like structure. J Biol Chem 269(15):11318-26. 



Panel 4.1D Summary: Ag3437 The CG59435-01 is gene is ubiquitously exrpressed in this 
panel, with highest expression in the basophil cell line KU-812 treated with PMA/ionomycin 
(CT=27.9). This gene is expressed at high to moderate levels in a wide range of cell types of 
significance in the immune response in health and disease. These cells include members of the 
T-cell, B-cell, endothelial cell, macrophage/monocyte, and peripheral blood mononuclear cell 
family, as well as epithelial and fibroblast cell types fi-om lung and skin, and normal tissues 
represented by colon, lung, thymus and kidney. This ubiquitous pattern of expression suggests 
that this gene product may be involved in homeostatic processes for these and other cell types 
and tissues. This pattern is in agreement with the expression profile in 
General_screeningj5anel_vl .4 and also suggests a role for the gene product in cell survival 
and proliferation. Therefore, modulation of the gene product with a functional therapeutic may 
lead to the alteration of functions associated with these cell types and lead to improvement of 
the symptoms of patients suffering from autoimmune and inflammatory diseases such as 
asthma, allergies, inflammatory bowel disease, lupus erythematosus, psoriasis, rheumatoid 
arthritis, and osteoarthritis. 



BA. CG59439-01 and CG59439-02: Xenobiotic/medium-chain fatty acid:CoA 
ligase form XL-III 
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Expression of gene CG59439-01 was assessed using the primer-probe set Ag3438, 
described in Table BAA. Results of the RTQ-PCR runs are shown in Table BAB. Please note 
that CG59439-02 represents a full-length physical clone of the CG59439-01 gene, validating 
the prediction of the gene sequence. 

Table BAA. Probe Name Ag3438 



Primers 


Sequences 


Length 


Start 
Position 


SEQID 
NO: 


Forward 


5 ' -accccattaaccacttttgg-3 ' 


20 


938 


553 


Probe 


TET-5 ' -tcatctatatatcgaatgattctgcagca- 

3 ' -TAMRA 


29 


964 


554 


Reverse 


5 ' -gaacctgatgctggtgaaatc-3 ' 


21 


994 


555 



Table BAB. Panel 4. ID 



Tissue Name 


Rel. Exp,(%) 
Ag3438, Run 
198383568 


Tissue Name 


Rel. Exp.(%) 
Ag3438, Run 
198383568 


Secondary Thl act 


4.0 


HUVEC IL-lbeta 


0.0 


Secondary Th2 act 


100.0 


HUVEC IFN gamma 


0.0 


Secondary Trl act 


25.9 


HUVEC INF alpha + IFN 
gamma 


0.0 


Secondary Thl rest 


0.0 


HUVEC TNF alpha + IL4 


0.0 


Secondary Th2 rest 


0.0 


HUVEC IL-U 


0.0 


Secondary Trl rest 


0.0 


Lung Microvascular EC 
none 


0.0 


Primary Thl act 


0.0 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


0.0 


Primary Th2 act 


0.0 


Microvascular Dermal EC 

none 


0.0 


Primary Trl act 


0.0 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


0.0 


Primary Thl rest 


0.0 


Bronchial epithelium 
TNFalpha + ILlbeta 


9.4 


1 

Primary Th2 rest 


0.0 


Small airway epithelium 
none 


7.0 


Primary Trl rest 


0.0 


Small airway epithelium 
TNFalpha + IL-lbeta 


13.8 


CD45RA CD4 
lymphocyte act 


16.3 


Coronery artery SMC rest 


0.0 


CD45RO CD4 
lymphocyte act 


0.0 


Coronery artery SMC 
TNFalpha + IL-lbeta 


0.0 
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CUo lympnocyic at/i 


0 0 


Astrocytes rest 


0.0 


Secondary CDS 
lymphocyte rest 


0.0 


Astrocytes TNFalpha + 
n -Ibeta 


0.0 


Secondary CDS 
lymphocyte act 


0.0 


KU-812 (Basophil) rest 


25.9 


CD4 lymphocyte none 


12.9 


KU-8 12 (Basophil) 
PMA/ionomvcin 


10.5 


2ryThl/Th2/TrLanti- 


0.0 


CCDl 106 (Keratinocytes) 

lone 


0.0 


LAK cells rest 


6.9 


CCD 11 06 (Keratinocytes) 
TNFalpha + IL- Ibeta 


0.0 


LAK cells IL-2 


6.1 


Liver cirrhosis 


20.4 


LAJv cells iL-z+iL-iz 


7 7 


NCLH292 none 


0.0 


LAK cells iL-z-r]s rs 
gamma 


13.6 


NCI-H292 IL-4 


6.7 


LAK cells IL-Z^ 11^- lo 


14 1 


NCI-H292 IL-9 


11.7 


LAK ceus 
PMA/ionomycin 


0.0 


NCI-H292IL-13 


25.9 


NK Cells IL-2 rest 


0.0 


NCI-H292 IFN gamma 


17.2 


i WO w ay ivii^rv d uay 


14 Q 


HPAEC none 


0.0 


Two Way MLR 5 day 


0.0 


HPAEC TNF abha + IL-1 
beta 


0.0 


1 WO w ay iviLiv / udy 


0 0 


T line fibroblast none 


0.0 


PBMC rest 


4.4 


Lung fibroblast TNF alpha 
+ IL-1 beta 


0.0 


PBMC PWM 


2.7 


Lung fibroblast IL-4 


0.0 


PBMC PHA-L 


21.2 


Lung fibroblast IL-9 


0.0 


Ramos {D cell; none 


0 0 

v.v 


T imp fibroblast IL-1 3 


0.0 


Ramos (B cell) 
lonomycin 


0.0 


Lung fibroblast IFN 


0.0 


B lymphocytes PWM 


0.0 


Dermal fibroblast 
CCD 1070 rest 


0.0 


B lymphocytes CD40L 
ana 


11. 1 


Dermal fibroblast 
CCD 1070 TNF aloha 


0.0 


EOL-l dbcAMP 


12.2 


Dermal fibroblast 
CCD 1070 IL-1 beta 


0.0 


liUL-1 fluCAJVir 

PMA/ionomvcin 


0.0 


Dermal fibroblast IFN 

ganmia 


0.0 


Dendritic cells none 


6.9 


Dermal fibroblast IL-4 


0.0 


L/enantic ceiis i^ro 


0 0 


Dermal Fibroblasts rest 

wl 1 • 1 exit J. i iw/ 1 V/ i V*J 4 w ij w 


0.0 


Dendritic cells anti- 
CD40 


0.0 


Neutrophils TNFa+LPS 


0.0 


Monocytes rest | 6.4 


Neutrophils rest 


4.8 


Monocytes LPS j 0.0 


Colon 


5.5 
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Macrophages rest 


7.0 


Lung 


0.0 


Macrophages LPS 


0.0 


Thymus 


3.6 


HUVEC none 


0.0 


Kidney 


22.4 


HUVEC starved 


0.0 







CNS_neurodegeneration_vl.O Summary: Ag3438 Expression of the CG59439-02 gene is 
low/undetectable in all samples on this panel (CTs>35). (Data not shown.) 



General_screening_panel_vl.4 Summary: Ag3438 Results from one experiment with the 
CG59439-02 gene are not included. The amp plot indicates that there were experimental 
difficulties with this run. 

Panel 4.1D Summary: Ag3438 Expression of the CG59439-02 gene is restricted to a sample 
derived from chronically activated Th2 cells (CT=33). 

Panel 4D Summary: Ag3438 Results from one experiment with the CG59439-02 gene are 
not included. The amp plot indicates that there were experimental difficulties wath this run. 

BB, CG59354-01 and CG59354-02 and CG59354-03: phosducin-like protein 

Expression of gene CG59354-01 and variant CG59354-02 was assessed using the 
primer-probe set Ag3553, described in Table BBA. Results of the RTQ-PCR runs are shown 
in Tables BBB, BBC and BBD. Please note that CG59354-03 represents a full-length physical 
clone of the CG593 54-01 gene, vahdating the prediction of the gene sequence. 



Table BBA. Probe Name Ag3553 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 ' -tctatttccaggtcgctatcct-3 ' 


22 


1778 


556 


Probe 


TET-5 ' -acgcacagatgtcagcaccaagactt-3 ' - 
TAMRA 


26 


1822 


557 


Reverse 


5 ' -ggaatttggattactcccagaa-3 ' 


22 


1852 


558 



Table BBB . CNS_neurodegeneration_vl.O 



Tissue Name 


Rel. Exp.(%) Ag3553, 
Run 210641082 


Tissue Name 


Rel. Exp.(%) Ag3553, 
Run 210641082 


AD 1 Hippo 


11.3 


Control (Path) 3 
Temporal Ctx 


3.7 


AD 2 Hippo 


17.8 


Control (Path) 4 
Temporal Ctx 


19.6 
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AD 3 Hippo 


4.8 


AD 1 Occipital Ctx 


15.6 


AD 4 Hippo 


4.6 


AD 2 Occipital Ctx 
(Missing) 


0.0 


AD 5 hippo 


70.2 


AD 3 Occipital Ctx 


4.5 


AD 6 Hippo 


55.5 


AD 4 Occipital Ctx 


12.5 


Control 2 Hippo 


20.3 


AD 5 Occipital Ctx 


28.7 


Control 4 Hinno 


14.5 


AD 6 Occipital Ctx 


32.1 


Control (Path) 3 
Hippo 


7.0 


Control 1 Occipital 
Ctx 


3.5 


AD 1 Temporal Ctx 


15.1 


Control 2 Occipital 
Ctx 


51.1 


AD 2 Temporal Ctx 


18.8 


Control 3 Occipital 
Ctx 


14.4 


AD 3 Temporal Ctx 


3.4 


Control 4 Occipital 
Ctx 


4.7 


AD 4 Temporal Ctx 


11.7 


Control (Path) 1 
Occipital Ctx 


64.6 


AD 5 Inf Temporal 
Ctx 


100.0 


Control (Path) 2 
Occipital Ctx 


8.0 


AD 5 SupTemporal 
Ctx 


50.7 


Control (Path) 3 
Occipital Ctx 


3.9 


AD 6 Inf Temporal 

Ctx 


69.7 


Control (Path) 4 
Occipital Ctx 


11.8 


AD 6 Sup Temporal 

Ctx 


66.9 


Control 1 Parietal 
Ctx 


7.0 


Control 1 Temporal 
Ctx 


4.8 


Control 2 Parietal 
Ctx 


41.2 


Control 2 Temporal 

Ctx 


26.6 


Control 3 Parietal 
Ctx 


12.0 


Control 3 Temporal 
Ctx 


9.1 


Control (Path) 1 
Parietal Ctx 


62.0 


Control 4 Temporal 
Ctx 


7.5 


Control (Path) 2 
Parietal Ctx 


21.6 


Control (Path) 1 
Temporal Ctx 


44.8 


Control (Path) 3 
Parietal Ctx 


3.5 


Control (Path) 2 

Tp>mnoral Ct\ 

. . 


24.8 


Control (Path) 4 
Parifital Ctv 


41.8 


Table BBC. General screening panel vl.4 


Tissue Name 


Rel. Exp.(%) Ag3553, 
Run 217049381 


Tissue Name 


Rel. Exp.(%) Ag3553, 
Run 217049381 


Adipose 


5.2 


Renal ca. TK-10 


40.6 


Melanoma* 
Hs688(A).T 


40.3 


Bladder 


29.9 
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Meianoma 
Hs688(B).T 


31.9 


Gastric ca. (liver met.) 
NCI-N87 


39.5 


ivi c 1 dnou J a iVl 1 1 


41.5 


Gastric ca. KATO 111 


55.9 


Melanoma* 

LVJAUVJ V 1 


37.1 


Colon ca. SW-948 


9.0 


Melanoma* SK- 

\yfFT S 


25.9 


Colon ca. SW480 


68.3 


oqUdlTlOUa LCll 

carcinoma SCC-4 


17.9 


Colon ca.* (SW480 
met) SW620 


23.5 


i esiis rool 


5.4 


Colon ca. HT29 


20.0 


Prostate ca * (bone 
met) PC-3 


31.4 


Colon ca. HOT- 116 


66.0 


Prostate Pool 9.0 


Colon ca. CaCo-2 


32.8 


Placenta 


4.0 


Colon cancer tissue 


17.4 


Uterus Pool 5.5 


Colon ca.SWl 116 j 4.0 


Ovarian ca. 
OVCAR-3 


40.1 


Colon ca. Colo-205 


11.3 


Ovarian ca. SK-OV- 

3 


47.3 


Colon ca. SW-48 


9.9 


Ovarian ca. 
OVCAR-4 


11.4 


Colon Pool 


18.4 


Ovarian ca. 
OVCAR-5 


37.9 


Small Intestine Pool 


11.7 


Ovarian ca. IGROV- 
1 


25.0 


Stomach Pool 


14.9 


Ovarian ca. 
OVCAR-8 


16.6 


Bone Marrow Pool 


6.9 


Ovary 


10.2 iFetal Heart 


4.6 


Breast ca. MCF-7 


42.6 jHeartPool 1 6.6 


Breast ca, MDA- 
MB-231 


50.7 jLymph Node Pool 


21.3 


Breast ca, BT 549 


81 .8 iFetal Skeletal Muscle 


3.8 


Breast ca. T47D 


85.9 jSkeletal Muscle Pool 


6.0 


Breast ca. MDA-N 


33.0 jspleenPool 


13.9 


Breast Pool 


17.3 |ThymusPooi 


11.1 


Trachea 


ICNS cancer (glio/astro) 
|U87-MG 


AA A 
-r-r.-j 


Lung 


ICNS cancer (glio/astro) 
|u-118-MG 


45.4 


Fetal Lung 


ICNS cancer 
|(neuro;met) SK-N-AS 


44.8 


Lung ca. NCI-N417 


5.8 


CNS cancer (astro) SF- 

539 


31.0 


Lung ca, LX- 1 


22.7 


CNS cancer (astro) 
SNB-75 


100.0 
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Lung ca. NCI-H146 


16.7 


CNS cancer (glio) 
SNB-19 


27.4 


Lung ca. SHP-77 


59.5 


CNS cancer (glio) SF- 

295 


59.5 


Lung ca. A549 


41.5 


Brain (Amygdala) Pool 


8.3 


Lung ca. NCI-H526 


5.4 


Brain (cerebellum) 


8.0 


Luneca NCI-H23 


31.0 


Brain (fetal) 


23.8 


Lung ca. NCI-H460 


33.4 


Brain (Hippocampus) 
Pool 


10.7 


Luneca HOP-62 


21.9 


Cerebral Cortex Pool 


15.1 


Lung ca. NCI-H522 


17.8 


Brain (Substantia nigra) 
Pool 


11.0 


Liver 


0.5 


Brain (Thalamus) Pool 


16.6 


Fetal Liver 


18.3 


Brain (whole) 


11.8 


Liver ca. HepG2 


9.2 


Spinal Cord Pool 


11.7 


Kidney Pool 


29.5 


Adrenal Gland 


6.5 


Fetal Kidney 


16.2 


Pituitary gland Pool 


4.7 


Renal ca. 786-0 


57.0 


Salivary Gland 


9.2 


Renal ca. A498 


7.9 


Thyroid (female) 


8.3 


Renal ca. ACHN 


20.9 


Pancreatic ca. CAPAN2 


30.4 


Renal ca. UO-31 


29.1 


Pancreas Pool 


21.3 



Table BBD. Panel 4D 



Tissue Name 


Rel. Exp.(%) 
Ag3553, Run 
166487505 


Tissue Name 


Rel. Exp.(%) 
Ag3553, Run 
166487505 


Secondary Thl act 


45.4 


HUVEC IL-lbeta 


17.0 


Secondary Th2 act 


42.9 


HUVEC IFN gamma 


39.2 


Secondary Trl act 


58.6 


HUVEC TNF alpha + IFN 
gamma 


27.4 


Secondary Thl rest 


6.7 


HUVEC TNF alpha + IL4 


31.4 


Secondary Th2 rest 


14.5 


HUVEC IL-11 


23.7 


Secondary Trl rest 


15.0 


Lung Microvascular EC 
none 


41.2 


Primary Thl act 


38.4 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


28.3 


Primary Th2 act 


24.5 


Microvascular Dermal EC 
none 


59.0 


Primary Trl act 


32.8 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


23.5 


Primary Thl rest 


57.0 


Bronchial epithelium 
TNFalpha + ILlbeta 


21.5 


Primary Th2 rest 


43.2 


Small airway epithelium 


5.8 
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none 




Primary Trl rest 


39.0 


Small airway epithelium 
TNFalpha + IL-lbeta 


52.5 


CD45RA CD4 
lymphocyte act 


25.5 


Coronery artery SMC rest 


14.3 


CD45RO CD4 
lymphocyte act 


34.6 


Coronery artery SMC 
TNFalpha + IL-lbeta 


12.0 


CDS lymphocyte act 


2S.1 


Astrocytes rest 


18.2 


Secondary CD8 
lymphocyte rest 


30.S 


Astrocytes TNFalpha + 
IL-lbeta 


11.3 


Secondary CDS 
lymphocyte act 


21.9 


KU-812 (Basophil) rest 


19.6 


CD4 lymphocyte none 


6.0 


KU-8 12 (Basophil) 
PMA/ionomycin 


71.2 


2ryThl/Th2/Trl anti- 
CD95 CHll 


21.9 


CCDl 106 (Keratinocytes) 

none 


31.6 


LAK cells rest 


24.8 


CCDl 106 (Keratinocytes) 
TNFalpha + IL-lbeta 


9.0 


LAK cells IL-2 


32.8 


Liver cirrhosis 


4.1 


LAK cells IL-2+IL-12 


24.0 


Lupus kidney 


4.0 


LAK cells IL-2+IFN 
gamma 


37.6 


NCI-H292 none 


35.1 


LAK cells IL-2+IL- IS 


27.2 


NCI-H292 IL-4 


39.2 


LAK cells 
PMA/ionomycin 


16.8 


NCI-H292 IL-9 


49.0 


NK Cells IL-2 rest 


23.5 


NCI-H292IL-13 


28.7 


Two Way MLR 3 day 


21.5 


NCI-H292 IFN gamma 


29.5 


Two Way MLR 5 day 


16.3 


HPAEC none 


38.2 


Two Way MLR 7 day 


17.6 


HPAEC TNF alpha + IL-1 

beta 


27.2 


PBMC rest 


8.0 


Lung fibroblast none 


9.4 


PBMC PWM 


91.4 


Lung fibroblast TNF alpha 
+ IL-1 beta 


11. 1 


PBMC PHA-L 


33.9 


Lung fibroblast IL-4 


34.6 


Ramos (B cell) none 


29.5 


Lung fibroblast IL-9 


21.3 


Ramos (B cell) 
ionomycin 


85.3 


Lung fibroblast IL- 1 3 


15.8 


B lymphocytes PWM 


100.0 


Lung fibroblast IFN 
gamma 


39.2 


B lymphocytes CD40L 
andIL-4 


33.0 


Dermal fibroblast 
CCD 1 070 rest 


45.1 


EOL-1 dbcAMP 


35.8 


Dermal fibroblast 
CCD 1070 TNF alpha 


75.3 


EOL-1 dbcAMP 
PMA/ionomycin 


46.7 


Dermal fibroblast 
CCD1070 IL-I beta 


37.4 
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Dendritic cells none 


14.3 


Dermal fibroblast IFN 

gamma 


15.7 


Dendritic cells LPS 


15.2 


Dermal fibroblast IL-4 


25.9 


Dendritic cells anti- 
CD40 


22.2 


IBD Colitis 2 


1.4 


Monocytes rest 


10.4 


IBD Crohn's 


1.5 


Monocytes LPS 


16.7 


Colon 


16.7 


Macrophages rest 


27.9 


Lung 


12.2 


Macrophages LPS 


5.7 


Thymus 


28.7 


HUVEC none 


29.5 


Kidney 


28.5 


HUVEC starved 


67.4 







CNS neurodegeneration^vl.O Summary: Ag3553 This panel confirms the expression of 
CG59354-03 gene at low levels in the brains of an independent group of individuals. 
However, no differential expression of this gene was detected between Alzheimer's diseased 
postmortem brains and those of non-demented controls in this experiment. Please see Panel 
1.4 for a discussion of the potential utility of this gene in treatment of central nervous system 
disorders. 

General_screening_panei_vl.4 Summary: Ag3553 The CG59354-03 gene is ubiquitously 
expressed in this panel, with highest expression in a brain cancer cell line (CT=25.9). In 
addition, significant levels of expression are seen in cell lines derived from colon, breast, 
ovarian, renal, lung, prostate, and melanoma cancers. Furthermore, higher levels of expression 
are seen in fetal liver and lung (CTs=27-28) when compared to expression in the adult tissues 
(CTs=30-33). The high levels of expression in fetal tissue and cancer cell lines, both of which 
are highly proliferative, suggests that this gene product may be involved in cell growth and 
differentiation. Therefore, therapeutic modulation of the expression or function of this gene 
may be effective in the treatment of cancer. 

Among tissues with metabolic or endocrine function, this gene is expressed at high to 
moderate levels in pancreas, adipose, adrenal gland, thyroid, pituitary gland, skeletal muscle, 
heart, liver and the gastrointestinal tract. Therefore, therapeutic modulation of the activity of 
this gene may prove useful in the treatment of endocrine/metabolically related diseases, such 
as obesity and diabetes. 

In addition, this gene is expressed at high levels in all regions of the central nervous 

system examined, including amygdala, hippocampus, substantia nigra, thalamus, cerebellum, 

cerebral cortex, and spinal cord. The CG59354-03 gene encodes a splice variant of 
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phosphoducin-like protein (PHLP). PDCL is a putative modulator of heterotrimeric G 
proteins. It was initially isolated as the product of an ethanol-responsive gene in neural cell 
cultures (Ref 1). PDCL shares extensive amino acid sequence homology with phosducin 
(PDC), a phosphoprotein expressed in retina and pineal gland that inhibits several G protein- 
coupled signaling pathways by binding to the beta-gamma subunits of G proteins. Therefore, 
this gene may play a role in central nervous system disorders such as Alzheimer's disease, 
Parkinson's disease, epilepsy, multiple sclerosis, schizophrenia and depression. 

References: 

1. Miles MF, Barhite S, Sganga M, Elliott M. (1993) Phosducin-like protein: an 
ethanol-responsive potential modulator of guanine nucleotide-binding protein function. Proc 
Natl Acad Sci U S A 90(22): 1083 1-5 

Panel 4D Summary: Ag3553 The CG59354-03 gene is ubiquitously expressed in this panel, 
with highest expression in B cells treated with polk-weed mitogen (CT=27.2). In addition, this 
gene is expressd at is expressed at high to moderate levels in a wide range of cell types of 
significance in the immune response in health and disease. These cells include members of the 
T-cell, B-cell, endothelial cell, macrophage/monocyte, and peripheral blood mononuclear cell 
family, as well as epithelial and fibroblast cell types from lung and skin, and normal tissues 
represented by colon, lung, thymus and kidney. This ubiquitous pattern of expression suggests 
that this gene product may be involved in homeostatic processes for these and other cell types 
and tissues. This pattern is in agreement with the expression profile in 
General_screeningj)anel_vl.4 and also suggests a role for the gene product in cell survival 
and proliferation. Therefore, modulation of the gene product with a functional therapeutic may 
lead to the alteration of functions associated with these cell types and lead to improvement of 
the symptoms of patients suffering from autoimmune and inflammatory diseases such as 
asthma, allergies, inflammatory bowel disease, lupus erythematosus, psoriasis, rheumatoid 

.1 .4.'-- 

BC. CG59319-01 and CG59319-02: phosducin-like protein 

Expression of gene CG59319-01 was assessed using the primer-probe set Ag3544, 
described in Table BCA. Results of the RTQ-PCR runs are shown in Tables BCB and BCC. 
Please note that CG593 19-02 represents a full-length physical clone of the CG593 19-01 gene, 
validating the prediction of the gene sequence. 
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Table BCA . Probe Name Ag3544 
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Primers 


Sequences 


Length 


Start 
Position 


SEQ ID NO: 


Forward 


5 ' -tacagatcaagcatcccaatgt-3 ' 


22 


347 


559 


Probe 


TET-5 ' - 

tggttaaccagcatcttagtcttctagca-3 ' - 
TAMRA 


29 


375 


560 


Reverse 


5 ' -ttcacgatggctttaacaaatt-3 ' 


22 


423 


561 



Table BCB . General_screeningj3anel_vl.4 



Tissue Name 


Run 217048127 


Tissue Name 


Rel. ExD.(%) A23544, 
Run 217048127 




0 0 

v/.v 


Renal ca TK-10 


0.0 


IVlClanUIIla 

Hs688(A).T 


0.0 


Bladder 


0.0 


Melanoma* 
Hs688(B).T 


0.0 


Gastric ca. (liver met.) 
NCI-N87 


0.7 


Melanoma* Ml 4 


0.0 


Gastric ca. KATO III 


0.0 


Melanoma* 
LOXIMVI 


0.0 


Colon ca. SW-948 


0.2 


Melanoma* SK- 
MEL-5 


0.0 


Colon ca. SW480 


0.0 


Squamous cell 
carcinoma SCC-4 


1.4 


Colon ca.* (SW480 
met) SW620 


0.0 


Testis Pool 


100.0 


Colon ca.HT29 


0.0 


met) PC-3 


0.0 


Colon ca. HCT.116 


0.3 


1 rOaldlC 1 OUl 


0 0 


Tolon ca raro-2 


0.0 


Placenta 


0.0 


Colon cancer tissue 


0.0 


Uterus Pool 


0.0 


Colon ca. SW1116 


0.0 


Ovarian ca. 
OVCAR-3 


1.2 


Colon ca, Colo-205 


0.0 


Ovarian ca. SK-OV- 
3 


0.9 


Colon ca. SW-48 


0.0 


Ovarian ca. 
OVCAR-4 


0.0 


Colon Pool 


0.0 


Ovarian ca. 
OVCAR-5 


0.0 


Small Intestine Pool 


0.0 


Ovarian ca. IGROV- 
1 


0.2 


Stomach Pool 


0.0 


Ovarian ca. 
OVCAR-8 


0.0 


Bone Marrow Pool 


0.0 


Ovary 


0.0 


Fetal Heart 


0.0 
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Rrpnct ra MPF-7 


0.0 


Heart Pool 


0.0 


Rr#*5ict MDA- 

K4B-231 


0.2 


Lymph Node Pool 


0.0 


Breast ca. BT 549 


0.0 


Fetal Skeletal Muscle 


0.0 


Breast ca. T47D 


0.3 


Skeletal Muscle Pool 


0.0 


Breast ca. MDA-N 


0.0 


Spleen Pool 


0.0 


RrPflQt Pnol 


0.0 


Thymus Pool 


0.0 


Trachea 


0.5 


CNS cancer (glio/astro) 
U87-MG 


0.0 


Lung 


0.0 


CNS cancer (glio/astro) 
U-118-MG 


0.0 


Fetal Lung 


0.0 


CNS cancer 
(neuro;met) SK-N-AS 


0.0 


Lungca.NCI-N417 


0.0 


CNS cancer (astro) SF- 
539 


0.3 


Lung ca. LX-l 


0.0 


CNS cancer (astro) 
SNB-75 


0.0 


Lungca.NCI-H146 


0.0 


CNS cancer (glio) 
SNB-19 


0.0 


Lung ca. SHP-77 


0.0 


CNS cancer (glio) SF- 

295 


0.2 


Lung ca. A549 


0.0 


Brain (Amygdala) Pool 


0.2 


Lung ca. NCI-H526 


1.0 


Brain (cerebellum) 


0.0 




0.0 


Brain (fetal) 


0.6 


Lungca. NCI-H460 


0.0 


Brain (Hippocampus) 
Pool 


0.0 


T lino ra HOP-^^ 


00 


Cerebral Cortex Pool 


0.2 


Lung ca. NCI-H522 


0.0 


Brain (^Substantia nigra) 
Pool 


0.0 


Liver 


0.0 


Brain (Thalamus) Pool 


0.0 


Fetal Liver 


0.0 


Brain (whole) 


0.0 


Liver ca. HepG2 


0.0 


Spinal Cord Pool 


0.0 


Kidney Pool 


0.0 


Adrenal Gland 


0.0 


Fetal Kidney 


0.0 


Pituitary gland Pool 


0.0 


Renal ca. 786-0 


1.6 


Salivary Gland 


0.0 


ivciiai v^a. t\^^yo 


n A 




0.2 


Renal ca. ACHN 


0.0 


Pancreatic ca. CAPAN2 


0.0 


Renal ca. UO-31 


0.0 


Pancreas Pool 


0.0 



Table BCC. Panel 4. ID 





Rel. Exp.(%) 




Rel. Exp.(%) 


Tissue Name 


Ag3544, Run 


Tissue Name 


Ag3544, Run 




169850546 




169850546 
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Secondary Thl act 


0,0 


HUVEC IL-lbeta 


0.0 


oeconoary i nz aci 




HIJVEC IFN eamma 


0.0 


Secondary Trl act 


0.0 


HUVEC TNF alpha + IFN 

gamma 


0.0 


Secondary Thl rest 


0.0 


HUVEC TNF alpha + IL4 


0.0 


occonaary i nz resi 


0 0 


HUVEC IL-11 


0.0 


Secondary Trl rest 


0.0 


Lung Microvascular EC 


0.0 


Primary Thl act 


0.0 


Lung Microvascular EC 
TNFalnha H- IL- 1 beta 


0.0 


Primary Th2 act 


0.0 


Microvascular Dermal EC 


0.0 


Primary Trl act 


0.0 


Microsvasular Dermal EC 
TNFalnha + TL-lbeta 


0.0 


Primary Thl rest 


2.6 


Bronchial epithelium 
TNFalnha + ILlbeta 


0.0 


Primary Th2 rest 


0.0 


Small airway epithelium 


0.0 


Primary Trl rest 


0.0 


Small airway epithelium 
TNFalnha 4- IT -Ibeta 


0.0 


CD45RA CD4 
lympnocyic aci 


0.0 


Coronery artery SMC rest 


0.0 


lymphocyte act 


0.0 


r^nrnnprv artf*rv SMC 

TNFalpha + lL- Ibeta 


0.0 


\^\jo lympnocyic dci 


0 0 




0.0 


Secondary CDS 
lympnocyic resi 


0.0 


Astrocytes TNFalpha -i- 
TT -Iheta 


0.0 


Secondary CDS 
lympnocyic aci 


0.0 


KU-812 (Basophil) rest 


100.0 


CD4 lymphocyte none 


0.0 


KU-8 12 (Basophil) 

P\yf A/innnm vpin 


61.1 


2ry Thl/Th2/Trl^anti- 


0.0 


CCDl 106 (Keratinocytes) 


0.0 


LAK cells rest 


0.0 


rrm 106 rKeratinocvtes") 
TNFalpha + IL-lbeta 


0.0 


LAK cells IL-2 


0.0 


Liver cirrhosis 


0.0 


L/\JV ecus I 1 L 


V/.V/ 


NCi-H2v2 none 


\}.\} 


ij/\lV Cells '^LTIN 

gamma 


0.0 


NCI-H292 IL-4 


0.0 


LAJS. ecus il^'irr iL-lo 






0.0 


LAiv ceus 
PMA/ionomycin 


0.0 


NCI-H292 IL-13 


0.0 


NK Cells IL-2 rest 


0.0 


NC1-H292 IFN gamma 


0.0 


Two Way MLR 3 day 


0.0 


HPAEC none 


0.0 


Two Way MLR 5 day 


0.0 


HPAEC TNF alpha + IL-1 


0.0 
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beta 




T\x/n W51V MT R 7 dav 

1 wo Way iVlL>ix f via J 


0.0 


Lung fibroblast none 


0.0 


PBMC rest 


0.0 


Lung fibroblast TNF alpha 
+ IL-1 beta 


0.0 


PBMC PWM 


0.0 


Lung fibroblast IL-4 


0.0 


PBMC PHA-L 


0.0 


Lung fibroblast IL-9 


0.0 


pQmnc ^^R rpin nnnp 


0.0 


Lung fibroblast IL-13 


0.0 


Ramos (B cell) 
lUiiuiiiyL/iii 


0.0 


Lung fibroblast IFN 
gamma 


0.0 


B lymphocytes PWM 


0.0 


Dermal fibroblast 

CCD 1070 rest 


0.0 


B lymphocytes CD40L 

dllU lLf-*T 


0.0 


Dermal fibroblast 
CCD1070 TNF alpha 


0.0 


EOL-1 dbcAMP 


0.0 


Dermal fibroblast 
CCD 1070 IL-1 beta 


0.0 


POT -1 HhnAMP 

PMA/ionomycin 


0.0 


Dermal fibroblast IFN 

gamma 


0.0 


Dendritic cells none 


0.0 


Dermal fibroblast IL-4 


0.0 




0.0 


Dermal Fibroblasts rest 


0.0 


T^f»r»rlri tip ppIIc Jinti- 

CD40 


0.0 


Neutrophils TNFa+LPS 


0.0 


Monocytes rest 


0.0 


Neutrophils rest 


0.0 


Monocytes LPS 


0.0 


Colon 


0.0 


Macrophages rest 


0.0 


Lung 


0.0 


Macrophages LPS 


0.0 


Thymus 


0.0 


HUVEC none 


0.0 


Kidney 


0.0 


HUVEC starved 


0.0 







CNS_neurodegeneration_vl.O Summary: Ag3544 Expression of the CG593 19-02 gene is 
low/undetectable in all samples on this panel (CTs>35). (Data not shown.) 



General_screening_panel_vl.4 Summary: Ag3544 Expression of the CG593 19-02 gene is 
restricted to a sample derived from the testis (CT=29.8), Thus, expression of this gene could 
be used to differentiate between this sample and other samples on this panel and as a marker of 
testicular tissue. Furthermore, therapeutic modulation of the expression or function ot this 
gene may be useful in the treatment of male infertility or hypogonadism. 

Panel 4.1D Summary: Ag3544 Expression of the CG59319-02 gene is restricted to samples 
derived from the basophil cell line KU-812 (CTs=32). Thus, expression of this gene could be 
used as a marker of this cell type. Furthermore, the specific pattern of expression of this gene 
suggests that therapeutic modulation of the expression or fiinction of the protein encoded by 
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this gene may block or inhibit inflammation or tissue damage due to basophil activation in 
response to asthma, allergies, hypersensitivity reactions, psoriasis, and viral infections. 

BD. CG59576-01: Olfactory Receptor 

Expression of gene CG59576-01 was assessed using the primer-probe set Ag3478, 
described in Table BDA. Results of the RTQ-PCR runs are shown in Table BDB. 

Table BDA . Probe Name Ag3478 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 ' -tggaagtgtagccctgatgtac-3 ' 


22 


708 


562 


Probe 


TET-5 ' -tgctcttctctgccaagtactccttt-3 ' - 
TAMRA 


26 


731 


563 


Reverse 


5 ' -aaacattaggctgatggttgtg-3 ' 


22 ; 


765 


564 



Table BDB. Panel 4D 



Tissue Name 


ReL Exp.(%) 
Ag3478, Run 
166441540 


Tissue Name 


Rel. Lxp.(yo) 
Ag3478, Run 
166441540 


Secondary Thl act 


0.0 


HUVEC IL-lbeta 


0.0 


Secondary Th2 act 


0.0 


HUVEC IFN gamma 


0.0 


Secondary Trl act 


0.0 


HUVEC TNF alpha + IFN 

gamma 


0.0 


Secondary Thl rest 


0.0 


HUVEC TNF alpha +IL4 


0.0 


Secondary Th2 rest 


9.0 


HUVEC IL-11 


0.0 


Secondary Trl rest 


0.0 


Lung Microvascular EC 
none 


0.0 


Primary Thl act 


0.0 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


0.0 


Primary Th2 act 


0.0 


Microvascular Dermal EC 
none 


0.0 


Primary Trl act 


0.0 


Microsvasular Dermal EC 
TInF alpha + IL-ibeia 


0.0 


Primary Thl rest 


0.0 


Bronchial epithelium 
TNFalpha + ILlbeta 


0.0 


Primary Th2 rest 


0.0 


Small airway epithelium 
none 


0.0 


Primary Trl rest 


0.0 


Small airway epithelium 
TNFalpha + IL-lbeta 


0.0 


CD45RA CD4 
lymphocyte act 


0.0 


Coronery artery SMC rest 


0.0 
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rD4SRO CD4 
lymphocyte act 


0.0 


Coronery artery SMC 
TNFalpha + IL-lbeta 


u.u 


CDR Ivmnhocvte act 


0.0 


Astrocytes rest 


0.0 


Secondary CDS 

Ivmnhnrvtp rp<^t 


0.0 


Astrocytes TNFalpha + 
IL-lbeta 


0.0 


Secondary CDS 

Ivmnhnrvtp Jirt 


0.0 


KU-812 (Basophil) rest 


0.0 


CD4 lymphocyte none 


0.0 


KU-8 12 (Basophil) 
PMA/ionomycin 


4.6 


2ry Thl/Th2/Trl^anti- 
rD95 CHI 1 


2.6 


CCDl 106 (Keratinocytes) 
none 


0.0 


LAK cells rest 


0.0 


CCDl 106 (Keratinocytes) 
TNFalpha + lL-1 beta 


0.0 


LAK cells IL-2 


0.0 


Liver cirrhosis 


100.0 


LAK cells 1L-2+IL-12 


0.0 


Lupus kidney 


0.0 


LAK cells IL-2+IFN 

gamma 


0.0 


NCI-H292 none 


A A 


LAK cells IL-2+ IL-18 


0.0 


NCI-H292 IL-4 


0.0 


LAK cells 
PMA/ionomycin 


0.0 


NCI-H292 IL-9 


O.U 


NK Cells IL-2 rest 


0.0 


NCLH292 IL-13 


0.0 


Two Way MLR 3 day 


0.0 


NCI-H292 IFN gamma 


0.0 


Two Wav MLR 5 dav 


0.0 


HPAEC none 


0.0 


Two Way MLR 7 day 


0.0 


HP AEG TNF alpha + IL-1 
beta 


A A 
U.U 


PBMC rest 


0.0 


Lung fibroblast none 


0.0 


PBMC PWM 


0.0 


Lung fibroblast TNF alpha 
+ IL-1 beta 


0.0 


PBMC PHA-L 


0.0 


Lung fibroblast IL-4 


0.0 


Ramn^ celH none 


0.0 


Lung fibroblast IL-9 


0.0 


Ramos (B cell) 
ionomvcin 


0.0 


Lung fibroblast IL-13 


0.0 


B lymphocytes PWM 


0.0 


Lung fibroblast IFN 
gamma 


0.0 


B lymphocytes CD40L 
and IL-4 


0.0 


Dermal fibroblast 
CCD 1070 rest 


0.0 


EOL-1 dbcAMP 


0.0 


Dermal fibroblast 
CCD 1070 TNF alpha 


0.0 


EOL-1 dbcAMP 
PMA/ionomvcin 


0.0 


Dermal fibroblast 
CCD1070 IL-1 beta 


0.0 


Dendritic cells none 


0.0 


Dermal fibroblast IFN 

gamma 


A A 

0.0 


Dendritic cells LPS 


0.0 


Dermal fibroblast IL-4 


0.0 


Dendritic cells anti- 
CD40 


0.0 


IBD Colitis 2 


25.7 
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Monocytes rest 


0.0 


BD Crohn's 


24.3 


Monocytes LPS 


0.0 


Colon 


5.9 


Macrophages rest 


0.0 


Lung 


5.8 


Macrophages LPS 


0.0 


Thymus 


5,9 


HUVEC none 


0.0 


Kidney 


10.2 


HUVEC starved 


A A 

0.0 







CNS_neurodegeneration_vl.0 Summary: Ag3478 Expression of the CG59576-01 gene is 
low/undetcctable in all samples on this panel {CTs>35). (Data not shown.) 



General_screening_panel_vl.4 Summary: Ag3478 Expression of the CG59576-01 gene is 
low/undetectable in all samples on this panel (CTs>35). (Data not shown.) 

General_screening_panel_vl.5 Summary: Ag3478 Expression of the CG59576-01 gene is 
low/undetectable in all samples on this panel (CTs>35). (Data not shown.) 

Panel 4D Summary: Ag3478 Expression of the CG59576-01 gene is restricted to a sample 
derived from liver cirrhosis (CT=32.3). Furthermore, expression of this gene is not detected in 
normal liver in Panel 1.4, suggesting that its expression is unique to liver cirrhosis. This gene 
encodes a putative GPCR; therefore, antibodies or small molecule therapeutics could reduce or 
inhibit fibrosis that occurs in liver cirrhosis. In addition, antibodies to this putative GPCR 
could also be used for the diagnosis of liver cirrhosis. 

Panel 5 Islet Summary: Ag3478 Expression of the CG59576-01 gene is low/undetectable in 
all samples on this panel (CTs>35). (Data not shovm.) 

BE. CG59SS7-01: Olfactory Receptor 

Expression of gene CG59557-01 was assessed using the primer-probe set Ag3470, 
described in Table BEA. Results of the RTQ-PCR runs are shown in Table BEB. 



Table BbA . frobc Name Ag3470 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 ' -ccaaccttctcagtgaacagaa- 3 ' 


22 


413 


565 


Probe 


TET-5 • -tctctttcataggttgcctcctgcaga-3 ' - 
TAMRA . _. 


27 


440 


566 


Reverse 


5 " -ccgagtgagtggaagaagtaca- 3 ' 


22 


467 


567 
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Tissue Name 


Rel. Exp.(%) 
Ag3470, Run 
loo41 /IZd 


Tissue Name 


DaI ITvr* 

Ag3470, Run 
166417125 


Secondary Thl act 


n n 
u.u 


HI rVFr IT -Iheta 


0.0 


Secondary Th2 act 


2 1 
J. I 




0.0 


Secondary Trl act 


0.0 


HUVEC TNF alpha + IFN 


0.0 


Secondary Thl rest 


0.0 


HUVEC TNF alpha + IL4 


0.0 


Secondary Th2 rest 


0.0 


HUVEC IL-11 


U.U 


Secondarv Trl rest 


0.0 


Lung Microvascular EC 
none 


0.0 


Primarv Thl act 


0.0 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


3.0 


Primarv Th2 act 


0.0 


Microvascular Dermal EC 
none 


0.0 


Primarv Trl act 


0.0 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


0.0 


Primarv Thl rest 


2.8 


Bronchial epithelium 

rrrv Tf^ 1 1 i TT 1 l_ 

TNFalpha + IL1 beta 


0.0 


Primarv Th2 rest 


0.0 


Small airway epithelium 
none 


0.0 


Primarv Trl rest 


0.0 


Small airway epithelium 

nr>^ TX^ 11—1 TT 1 L^^-^ 

TNFalpha + IL-lbeta 


0.0 


CD45RA CD4 
lymphocyte act 


0.0 


Coronery artery SMC rest 


0.0 


CD45RO CD4 
lymphocyte act 


0.0 


Coronery artery SMC 
TNFalpha + IL-lbeta 


0.0 


CDS lymphocyte act 


0.0 


Astrocytes rest 


U.U 


Secondary CDS 
lymphocyte rest 


0.0 


Astrocytes TNFalpha + 
IL-lbeta 


0.0 


Secondary CDS 
lymphocyte act 


0.0 


KU-8 12 (Basophil) rest 


0.0 


CD4 lymphocyte none 


2.9 


KU-8 12 (Basophil) 
PMA/ionomycin 


0.0 


2ry Thl/Th2/Trl^anti- 
CD95 CHll 


0.0 


(JCUl 106 (Keratinocytes) 
none 


0.0 


LAK cells rest 


0.0 


CCDl 106 (Keratinocytes) 

TMTTalnVia + TT -Ihptfl 
1 INraipna ' IJL/- i ucia 


0.0 


T AK cells IL-2 


0.0 


Liver cirrhosis 


100.0 


LAK cells IL-2+IL-12 


0.0 


Lupus kidney 


2.2 


LAK cells IL-2+IFN 
gamma 


0.0 


NCI-H292 none 


0.0 


LAK cells IL-2+ IL-18 


3.2 


NCI-H292 IL-4 0.0 
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LAK cells 
PMA/ionomycin 


0.0 


NCI-H292 IL-9 


0.0 


NK Cells IL-2 rest 


0.0 


NCI-H292 IL-13 


0.0 


Two Way MLR 3 day 


0.0 


NCI-H292 IFN gamma 


0.0 


Two Way MLR 5 day 


0.0 


HPAEC none 


0.0 


Two Way MLR 7 day 


0.0 


HPAEC TNF alpha + lL-1 
beta 


0.0 


PBMC rest 


5.8 


Lung fibroblast none 


0.0 


PBMC PWM 


2.7 


Lung fibroblast TNF alpha 
+ IL-1 beta 


0.0 


PBMC PHA-L 


0.0 


Lung fibroblast IL-4 


0.0 


Ramos (B cell) none 


0.0 


Lung fibroblast IL-9 


0.0 


Ramos (B cell) 
ionomycin 


0.0 


Lung fibroblast IL-13 


0.0 


B lymphocytes PWM 


6.5 


Lung fibroblast IFN 
gamma 


0.0 


B lymphocytes CD40L 
and IL-4 


2.2 


Dermal fibroblast 
CCD 1070 rest 


0.0 


EOL-1 dbcAMP 


0.0 


Dermal fibroblast 
CCD1070 TNF alpha 


0.0 


EOL-1 dbcAMP 
PMA/ionomycin 


0.0 


Dermal fibroblast 
CCD 1070 IL-1 beta 


0.0 


Dendritic cells none 


3.2 


Dermal fibroblast IFN 
gamma 


0.0 


Dendritic cells LPS 


20.9 


Dermal fibroblast lL-4 


0.0 


Dendritic cells anti- 
CD40 


0.0 


IBD Colitis 2 


19.6 


Monocytes rest 


0.0 


IBD Crohn's 


4.9 


Monocytes LPS 


6.3 


Colon 


13.9 


Macrophages rest 


21.6 


Lung 


14.8 


Macrophages LPS 


0.0 


Thymus 


2.2 


HUVEC none 


0.0 


Kidney 


0.0 


HUVEC starved 


0.0 







CNS neurodegeneration vKO Summary: Ag3470 Expression of the CG59557-01 gene is 
l_ow/nnHetcctab!c in a!! sarnples on this pane! (CTs^35). (Data not shown.) 



General_screening_panel_vl.4 Summary: Ag3470 Expression of the CG59557-01 gene is 
low/undetectable in all samples on this panel (CTs>35). (Data not shown.) 

Panel 4D Summary: Ag3470 Expression of the CG59557-01 gene is detected in a liver 

cirrhosis sample (CT = 32.2). Furthermore, expression of this gene is not detected in normal 

liver in Panel 1.4, suggesting that its expression is unique to liver cirrhosis. This gene encodes 
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a putative GPCR; therefore, antibodies or small molecule therapeutics could reduce or inhibit 
fibrosis that occurs in liver cirrhosis. In addition, antibodies to this putative GPCR could also 
be used for the diagnosis of liver cirrhosis. 

BF. CG59555-01: Olfactory Receptor 

Expression of gene CG59555-01 was assessed using the primer-probe set Ag3467, 
described in Table BFA. Results of the RTQ-PCR runs are shown in Tables BFB, RFC and 
BFD. 



Table BFA . Probe Name Ag3467 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 

NO: 


Forward 


5 ' -ggcaaggaaagtcattcctaa-3 ' 


21 


953 


568 


Probe 


TET-5 ' -tggtgtgacatttgactctccctcct-3 ' - 
TAMRA 


26 


975 


569 


Reverse 


5 ' -tggtaccaagattccaggagat-3 ' 


22 


1006 


570 



Table BFB . CNS_neurodegeneration_vLO 



Tissue Name 


Rel. Exp.(%) Ag3467, 
Run 210376517 


Tissue Name 


Rel. Exp.(%) Ag3467, 
Run 210376517 


AD 1 Hippo 


4.6 


Control (Path) 3 
Temporal Ctx 


14.8 


AD 2 Hippo 


29.7 


Control (Path) 4 
Temporal Ctx 


15.2 


AD 3 Hippo 


10.7 


AD 1 Occipital Ctx 


14.5 


AD 4 Hippo 


28.9 


AD 2 Occipital Ctx 
(Missing) 


0.0 


AD 5 hippo 


21.6 


AD 3 Occipital Ctx 


14.5 


AD 6 Hippo 


100.0 


AD 4 Occipital Ctx 


14.8 


Control 2 Hippo 


8.8 


AD 5 Occipital Ctx 


13.7 


Control 4 Hippo 


35.6 


AD 6 Occipital Ctx 


10.3 


v..onn"oi (ram) j 
Hippo 


21.9 


Coiiirui 1 Occipilii! 
Ctx 


18.3 


AD 1 Temporal Ctx 


28.3 


Control 2 Occipital 
Ctx 


7.9 


AD 2 Temporal Ctx 


37.4 


Control 3 Occipital 
Ctx 


16.2 


AD 3 Temporal Ctx 


7.4 


Control 4 Occipital 
Ctx 


24.0 


AD 4 Temporal Ctx 


28.3 


Control (Path) 1 


28.3 
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Occipital Ctx 




AD 5 Inf Temporal 
Lix 


19.3 


Control (Path) 2 
Occipital Ctx 


10.1 


AD 5 SupTemporal 


33.4 


Control (Path) 3 
Occipital Ctx 


12.6 


AD 6 Inf Temporal 


39.8 


Control (Path) 4 
Occipital Ctx 


14.3 


AD 6 Sup Temporal 


83.5 


Control 1 Parietal 
Ctx 


8.7 


Control 1 Temporal 

LtX 


14.4 


Control 2 Parietal 
Ctx 


22.2 


Control 2 Temporal 
Llx 


13.6 


Control 3 Parietal 

Ctx 


9.8 


Control 3 Temporal 


11.8 


Control (Path) 1 
Parietal Ctx 


33.2 


Control 4 Temporal 
Ctx 


16.0 


Control (Path) 2 
Parietal Ctx 


12.4 


Control (Path) 1 
Temporal Ctx 


24.3 


Control (Path) 3 
Parietal Ctx 


19.6 


Control (Path) 2 
Temporal Ctx 


6.1 


Control (Path) 4 
Parietal Ctx 


12.9 



Table BFC . General_screening_panel_vL4 



Tissue Name 


Rel. Exp.(%) Ag3467, 
Run 217119371 


Tissue Name 


Rel. Exp.(%) Ag3467, 
Run 217119371 


Adipose 


1L6 


Renal ca.TK-10 


14.6 


Melanoma* 
Hs688(A).T 


27.0 


Bladder 


14.1 


Melanoma* 
Hs688(B).T 


27.9 


Gastric ca. (liver met.) 
NCI-N87 


3.2 


Melanoma* M14 


11.2 


Gastric ca. KATO III 


2.1 


Melanoma* 
LOXIMVI 


0,0 


Colon ca. SW-948 


0.4 


Melanoma* SK- 
MEL-5 


0.0 


Colon ca. SW480 


12.7 


Squamous cell 
carcinoma SCC-4 


1.8 


Colon ca.* (SW480 
met) SW620 


1 

10.4 


Testis Pool 


7.0 


Colon ca. HT29 


1.7 


Prostate ca.* (bone 
met) PC-3 


15.2 


Colon ca. HCT-116 


7.9 


Prostate Pool 


9.7 


Colon ca. CaCo-2 


5.3 


Placenta 


1.7 


Colon cancer tissue 


3.6 


Uterus Pool 


5.1 


Colon ca. SW1116 


0.4 


Ovarian ca. 


4.1 


Colon ca. Colo-205 


0.2 
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Ovarian ca. SK-OV- 
J 


16.2 


Colon ca. SW-48 


0.5 


Ovarian ca. 

vJVCAJK-4 


5.2 


Colon Pool 


20.6 


Ovarian ca. 


13.9 


Small Intestine Pool 


26.8 


Ovarian ca. IGROV- 
1 


0.0 


Stomach Pool 


19.5 


Ovarian ca. 
OVCAR-8 


9.5 


Bone Marrow Pool 


16.7 


Ovary 


8.4 


Fetal Heart 


23.5 


Breast ca, MCF-7 


v.O 


Heart Pool 


11.2 


oreasi ca. yuj/\- 
MB-231 


26.2 


Lymph Node Pool 


31.9 


Breast ca BT 549 


0.0 


Fetal Skeletal Muscle 


7.1 


Breast ca. T47D 


18.2 


Skeletal Muscle Pool 


1.8 


Breast ca. MDA-N 


10.9 


Spleen Pool 


22.4 


oreasi rooi 


26 6 


Thvmus Pool 


25.9 


Trachea 


9.5 


CNS cancer (glio/astro) 
U87-MG 


0.4 


Lung 


12.4 


CNS cancer (glio/astro) 
U-118-MG 


0.2 


Fetal Lung 


100.0 


CNS cancer 

^neuro metl SK-N-AS 


0.0 


Lung ca. NCI-N417 


0.0 


CNS cancer (astro) SF- 

539 


0.0 


Lung ca. LX-1 


11.6 


CNS cancer (astro) 
SNB-75 


1.5 


Lung ca. NCI-H146 


0.0 


CNS cancer (glio) 


1.1 


Lung ca. SHP-77 


O.l 


CNS cancer f glio) SF- 
295 


20.0 


Lung ca. A549 


3.0 


Brain (Amygdala) Pool 


1.9 


Lungca. NCI-H526 


0.0 


Brain (cerebellum) 


1.0 


T lino no 'MPT-H9'^ 


13 9 


Brain Cfetal) 


2.5 


Lungca.NCI-H460 


5.4 


Brain rHiDOOcamous) 
Pool 


0.2 


Lung ca. rtur-oz 


f\ 1 


r"erehral Cortex Pool 


1.3 


Lungca. NCI-H522 


0.0 


Brain ^Substantia niera) 
Pool 


1.6 


Liver 


0.1 


Brain (Thalamus) Pool 


2.5 


Fetal Liver 


6.6 


Brain (whole) 


1.1 


Liver ca. HepG2 


L4 


Spinal Cord Pool 


4.5 
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Kidnev Pool 


34.4 


Adrenal Gland 


6.3 


Fetal Kidney 


76.3 


Pituitary gland Pool 


4.5 


Renal ca. 786-0 


28.1 


Salivary Gland 


1.8 


Renal ca. A498 


12.1 


Thyroid (female) 


13.4 


Renal ca. ACHN 


23.0 


Pancreatic ca. CAPAN2 


1.0 


Renal ca.UO-31 


25.0 


Pancreas Pool 


27.2 



Table BFD. Panel 4D 



Tissue Name 


Rel. Exp.(%) 
Ag3467, Run 
166417105 


Tissue Name 


Rel. Exp.(%) 
Ag3467, Run 
166417105 


Secondary Thl act 


2.4 


HUVEC IL-lbeta 


1.5 


Secondary Th2 act 


5.1 


HUVEC IFN gamma 


18.2 


Secondary Trl act 


7.2 


HUVEC TNF alpha + IFN 
gamma 


6.2 


Secondary Thl rest 


1S.2 


HUVEC TNF alpha + IL4 


1.7 




14.6 


HUVEC IL-Il 


1.8 


Secondary Trl rest 


22.1 


Lung Microvascular EC 
none 


0.6 


Primary Thl act 


1.3 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


0.3 


Primary Th2 act 


9.0 


Microvascular Dermal EC 
none 


0.1 


Primary Trl act 


7.2 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


U.J 


Primary Thl rest 


100.0 


Bronchial epithelium 
TNFalpha + lLlbeta 


1.5 


Primary Th2 rest 


38.7 


Small airway epithelium 
none 


1 ^ 

1 .0 


Primary Trl rest 


28. 1 


Small airway epithelium 
TNFalpha+ IL-lbeta 


0.6 


CD45RA CD4 
lymphocyte act 


1.9 


Coronery artery SMC rest 


4.5 


CD45RO CD4 

Ivmnhnnvte act 

•J— I J •• "■" 


8.7 


Coronery artery SMC 
TNFalpha + IL-lbeta 


5.1 


CDS lymphocyte act 


4.0 


Astrocytes rest 


0.4 


Secondary CDS 
lymphocyte rest 


7.5 


Astrocytes TNFalpha + 
IL-lbeta 


1.7 


Secondary CDS 
lymphocyte act 


4.7 


KU-8 12 (Basophil) rest 


0.7 


CD4 lymphocyte none 


9.3 


KU-812 (Basophil) 
PMA/ionomycin 


3.2 


[2ryThl/Th2/Trl_anti- 


52.5 


CCDl 106 (Keratinocytes) 


1.5 
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CD95 Lnl 1 


none 




LAK cells rest 


4.6 


^CDl 106 (Kcratmocytes) 
rNFalpha + IL-1 beta 


16.4 


LAK cells IL-2 


15.1 1 


Jver cirrhosis 


14.6 


LAK cells IL-zi-iL-iz 


6.5 1 


r 1 * J 

Lupus kidney 


37.6 


LAK. cells IL-Z+lrlN 
gamma 


10.9 ] 


NC1-H292 none 


4.6 


TAT/" TT 0_U TT 1 ft 

LAK cells 1L-/+ iL-io 


6.9 1 


NCI-H292 IL-4 


5.2 


LAK cells 

PM A/innomvcin 


1.1 


NCI-H292 IL-9 


5.6 


NK Cells IL-2 rest 


3.1 


NCI-H292 IL-1 3 


2.3 


Two Way MLR 3 day 


1 1 .0 |NCI-H292 IFN ganuna 


1.5 


1 WO Way MLK J uay 


6.0 jHPAEC none 


3.6 


Two Way MLR 7 day 


HPAECTNF alpha + IL-1 
^•^ Ibeta 


10.5 


PBMC rest 


2.6 iLung fibroblast none 


15.3 


PBMC PWM 


Lung fibroblast TNF alpha 
^••^ 1+ IL-1 beta 


5.9 


PBMC PHA-L 


3.1 jLung fibroblast IL-4 


5.6 


Ramos (B cell) none 


0.0 iLung fibroblast IL-9 


5.6 


Ramos (B cell) 
ionomycin 


0.1 


Lung fibroblast IL-1 3 


5.1 


B lymphocytes PWM 


iLung fibroblast IFN 

6.0 1 

{ganuna 


7.9 


B lymphocytes CD40L 
and IL-4 


iDermal fibroblast 
jCCDl 070 rest 


4.5 


EOL-1 dbcAMP 


iDermal fibroblast 
|cCD1070 TNF alpha 


21.6 


EOL-1 dbcAMP 
PMA/ionomycin 


IDermal fibroblast 
jCCDlOVO IL-1 beta 


2.0 


Dendritic cells none 


iDermal fibroblast IFN 

0.4 

gamma 


3.5 


Dendntic cells Lrb 


0.1 


Dermal fibroblast IL-4 


6.9 


Dendritic cells anti- 
CD40 


0.1 


IBD Colitis 2 


10.6 




16 


TBD Crohn's 


1.8 


Monncvtes LPS 


1.7 


Colon 


34.9 


Macronhaees rest 


8.4 


Lung 


6.7 


Macrophages LPS 


1.2 


Thymus 


26.8 


HUVEC none 


2.6 


Kidney 


11.3 


HUVEC starved 


2.8 







CNS_neurodegeneration_vl.O Summary: Ag3467 The CG59555-01 gene encodes a 
putative GPCR. It is expressed at low to moderate levels in most of the samples used in this 
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panel. This panel confirms the expression of CG59555-01 gene at low levels in the brains of 
an independent group of individuals. However, no differential expression of this gene was 
detected between Alzheimer's diseased postmortem brains and those of non-demented controls 
in this experiment. Please see Panel 1.4 for a discussion of the potential utility of this gene in 
treatment of central nervous system disorders. 



GeneraLscreening_paneLvl.4 Summary: Ag3467 The CG59555-01 gene encodes a 
putative GPCR. It is expressed at low to moderate levels in large number of the samples used 
in this panel. Highest expression of this gene is detected in fetal lung (CT=28). Interestingly, 
this gene is expressed at much higher levels in fetal (CT = 28) when compared to adult lung 
(CT = 31). Therefore, expression of this gene can be used to distinguish fetal lung from adult 
lung and from other samples used in this panel. In addition, this gene is also expressed at much 
higher levels in fetal fetal liver (CT=32) as compared to adult liver (CT=38). Thus, expression 
of this gene can be used to distinguish fetal liver from adult liver. 

Among tissues with metabolic or endocrine function, this gene is expressed at low to 
moderate levels in pancreas, adipose, adrenal gland, thyroid, pituitary gland, skeletal muscle, 
heart, liver and the gastrointestinal tract. Therefore, therapeutic modulation of the activity of 
this gene may prove useful in the treatment of endocrine/metabolically related diseases, such 
as obesity and diabetes. 

This gene is also expressed at low levels in all regions of the central nervous system 
examined, including amygdala, substantia nigra, thalamus, cerebellum, cerebral cortex, and 
spinal cord. Several neurotransmitter receptors are GPCRs, including the dopamine receptor 
family, the serotonin receptor family, the GABAB receptor, muscarinic acetylcholine 
receptors, and others; thus this GPCR may represent a novel neurotransmitter receptor. 
Targeting various neurotransmitter receptors (dopamine, serotonin) has proven to be an 
effective therapy in psychiatric illnesses such as schizophrenia, bipolar disorder, and 
depression. Furthermore, the cerebral cortex and hippocampus aie regions of the brain that are 
known to be involved in Alzheimer's disease, seizure disorders, and in the normal process of 
memory formation. Therefore, this gene may play a role in central nervous system disorders 
such as Alzheimer's disease, Parkinson's disease, epilepsy, multiple sclerosis, schizophrenia 
and depression. 
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Panel 4D Summary: Ag3467 The CG59555-01 gene encodes a putative GPCR. Highest 
expression of this gene is detected in resting primary Thl cells (CT=27). This gene is 
expressed at moderate levels in a wide range of cell types of significance in the immune 
response in health and disease. These cells include members of the T-cell, B-cell, endothelial 
cell, macrophage/monocyte, and peripheral blood mononuclear cell family, as well as 
epithelial and fibroblast cell types from lung and skin, and normal tissues represented by 
colon, lung, thymus and kidney. This ubiquitous pattern of expression suggests that this gene 
product may be involved in homeostatic processes for these and other cell types and tissues. 
This pattern is in agreement with the expression profile in General_screening_panel_vl.4 and 
also suggests a role for the gene product in cell survival and proliferation. Therefore, 
modulation of the gene product with a functional therapeutic may lead to the alteration of 
functions associated with these cell types and lead to improvement of the symptoms of 
patients suffering from autoimmune and inflammatory diseases such as asthma, allergies, 
inflammatory bowel disease, lupus erythematosus, psoriasis, rheumatoid arthritis, and 
osteoarthritis. 

BG. CG59551-01: Olfactory Receptor 

Expression of gene CG59551-01 was assessed using the primer-probe set Ag3463, 
described in Table BGA. Results of the RTQ-PCR runs are shown in Tables BGB and BGC. 



Table BGA . Probe Name Ag3463 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 

NO: 


Forward 


5 ' -ctatggtttccagatgtttcca-3 ' 


22 ; 


78 


571 


Probe 


TET-5 ' -tagatgttccagctgcccatctctga-3 ' -TAMRA 


26 


105 


572 


Reverse 


5 ' -attgtgagacacagctggattt-3 ' 


22 


132 


573 



Table BGB , General_screening_j)anel__vl.4 



Tissue Name 


Rel. Exp.(%) Ag3463, 
Run 217067349 


Tissue Name 


Rel. Exp.(%) Ag3463, 
Run 217067349 


Adipose 


0.0 


Renal ca. TK-10 


9.0 


Melanoma* 
Hs688(A).T 


0.0 


Bladder 


11.2 


Melanoma* 

Hs688(B).T 


0.0 


Gastric ca. (liver met.) 
NCI-N87 


13.0 


Melanoma* Ml 4 


0.0 


Gastric ca. KATO III 


0.0 
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Melanoma* 


0.0 


Colon ca. SW-948 


0.0 


Melanoma* SK- 

iVlCL- J 


43.8 


Colon ca. SW480 


11.6 


carcinoma SCC-4 


0.0 


Colon ca * ('SW480 
met) SW620 


0.0 






Colon ca HT29 


0.0 


T)rr\otof» r^Q ^ f\\rtY\(^ 
r lUSldlC V^d. ^UUIIC 

met) PC-3 


0.0 


Colon ca. HCT-116 


10.7 


Prostate Pool 


7.2 


Colon ca. CaCo-2 


12.8 


Placenta 


12.8 


Colon cancer tissue 


0.0 


uierus r ooi 


0 0 


Colon ca SW1116 


0.0 


Ovarian ca. 
yj V Ly/viv- J 


0.0 


Colon ca. Colo-205 


0.0 


Ovarian ca. SK-OV- 


100.0 


Colon ca. SW-48 


0.0 


Ovarian ca. 


11.9 


Colon Pool 


12.5 




Ovarian ca. 


11.3 


Small Intestine Pool 


0.0 


Ovarian ca. IGROV- 

1 
1 


26.1 


Stomach Pool 


0.0 


uvanan ca. 
OVCAR-8 


0.0 


Bone Marrow Pool 


0.0 


Ovary 


0.0 


Fetal Heart 


0.0 


Rrf^Qct rci \ACV~1 
XjlCdbi La. iViV»/F-/ 


0 0 

\J.\J 


Heart Pool 


0.0 


MB-231 


0.0 


Lymph Node Pool 


23.2 


Breast ca. BT 549 


20.3 


Fetal Skeletal Muscle 


82.9 


Breast ca. T47D 


0.0 


Skeletal Muscle Pool 


0.0 


Breast ca. MDA-N 


31.9 


Spleen Pool 


0.0 


oredsi rooi 


1 2 S 


XVivmii*; Pool 


0.0 


Trachea 


20.9 


CNS cancer (glio/astro) 
U87-MG 


0.0 


Lung 


0.0 


CNS cancer (glio/astro) 
U-118-MG 


24.0 


Fetal Lung 


23.7 


CNS cancer 

('neiiro met'i SK-N-AS 


0.0 


Lung ca. NCI-N417 


0.0 


CNS cancer (astro) SF- 


0.0 


Lungca. LX-1 


0.0 


CNS cancer (astro) 
SNB-75 


38.2 


Lung ca. NCI-H146 


0.0 


CNS cancer (glio) 
SNB-19 


0.0 


Lung ca. SHP-77 


8.8 


CNS cancer (glio) SF- 


33.2 
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Lung ca. A549 


0.0 


Brain (Amygdala) Pool 0.0 


Lung ca. NCLH526 


U.U 


t5rain (cereDeuuni^ 


0 0 


T unt? ca NCI-H23 


CI A 


Brain (fetal) 


48.6 


Lung ca. NCr-H460 


31.2 


Brain (Hippocampus) 

rOOi 


21.3 


I une ca HOP-62 


A A 
U.U 


Lereorai uonex rooi 




Lung ca. NCI-H522 


14.4 


bram (oUusianua nigra; 
Pool 


15.5 


Liver 


0 0 


Rrain ^Thalamus^ Pool 


14.1 


Fetal Liver 


0 0 


Brain ^ whole) 


0.0 


Liver ca. HepG2 


5 0 


Soinal Cord Pool 


29.5 


Kidney Pool 




Adrenal Gland 


14.8 


Fetal Kidney 


0 0 


Pituitary gland Pool 


0.0 


Renal ca. 786-0 


0 0 


Salivary Gland 


0.0 


Renal ca. A498 


0.0 


Thyroid (female) 


0.0 


Renal ca. ACHN 


0.0 


Pancreatic ca. CAPAN2 


0.0 


Renal ca. UO-31 


0.0 


Pancreas Pool 


12.2 


Table BGC. Panel 4.1D 


Tissue Name 


Rel. Exp.(%) 
Ag3463, Run 
169839351 


Tissue Name 


Rel. Exp.(%) 
Ag3463, Run 
169839351 


Secondary Thl act 


0.0 


HUVEC IL-lbeta 


0.0 


Secondary Th2 act 


0.0 


HUVEC IFN gamma 


0.0 


Secondary Trl act 


1.3 


HUVEC TNF alpha + IFN 
gamma 


0.0 


Secondary Thl rest 


2.6 


HUVEC TNF alpha + IL4 


0.0 


Secondary Th2 rest 


0.0 


HUVECIL-11 


0.0 


Secondary Trl rest 


0.0 


Lung Microvascular EC 

none 


0.0 


Primary Thl act 


0.0 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


0.0 


r» • ^ - T'U'^ 


n A 
\j . \j 


Microvascular Dermal EC 

none 


on 


Primary Trl act 


0.0 


Microsvasular Dermal EC 
TNFalpha+ IL-lbeta 


1.4 


Primary Thl rest 


0.0 


Bronchial epithelium 
TNFalpha + ILlbeta 


0.6 


Primary Th2 rest 


0.0 


Small airway epithelium 
none 


0.0 


Primary Trl rest 


0.0 


Small airway epithelium 
TNFalpha + IL-lbeta 


0.0 
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CD45RA CD4 

lympnocyic dui 


0.0 


Coronery artery SMC rest 


0.0 


lymphocyte act 


0.0 


Pnrnnerv arterv SMC 
TNFalpha+ IL-lbeta 


0.0 


v^jjo lyrnpnoLyie dui 


0 0 

\J,\J 


A*strnrvtp^ rest 


0.0 


Secondary CDS 
lymphocyte rest 


0.0 


Astrocytes TNFalpha + 
TT -Iheta 


0.0 


Secondary CDS 
lympnocyie aci 


0.0 


KU-8 12 ( Basophil) rest 


7.2 


CD4 lymphocyte none 


0.0 


KU-8 12 (Basophil) 

PM A/ionomvcin 


100.0 


2ryThl/Th2/Trl_anti- 


0.0 


CCDl 106 (Keratinocytes) 

nunc 


0.0 


LAK cells rest 


0.0 


rrni lOfi rKeratinocvtesI 
TNFalpha + IL-1 beta 


1.1 


LAK cells IL-2 


0.0 


Liver cirrhosis 


1.2 


LAJv cells IL-Z^li^-l/ 


0 0 

v.v 


Nri-H292 none 


0.0 


l^/VlV CeilS ' IT IN 

gamma 


0.0 


NCI-H292 IL-4 


0.0 


i^AJv CeilS lij-^T^ 11^- 1 0 


0 0 

\J.\J 


Nri-H292 IL-9 


0.0 


L/viv ceiis 
PMA/ionomycin 


0.0 


NCI-H292IL-13 


0.0 


NK Cells IL-2 rest 


0.0 


NCI-H292 IFN gamma 


0.0 


Two Way MLR 3 day 1.3 


TTPAFP nnne 


1.2 


Two Way MLR 5 day 


0.0 


HP AFC TNF alnha -h IL-1 
beta 


0.0 


Two Way MLR 7 day 


0.0 


T iinp fihroHla^t none 


1.0 


PBMC rest 


0.0 


T iiTifT fibroblast TNF alnha 
+ IL-1 beta 


0.0 


PBMC PWM 


0.0 


Lung fibroblast IL-4 


0.0 


PBMC PHA-L 


0.0 


Lung fibroblast IL-9 


0.0 


Ramos (B cell) none 


1.3 


T iincT fihrohl;*^t TT -1 ^ 


0.0 


Ramos (B cell) 
ionomycin 


0.0 


Lung fibroblast EFN 


0.0 


B lymphocytes PWM 


0.0 


Dermal fibroblast 
CCD 1070 rest 


0.0 


B lymphocytes CD40L 
and IL-4 


1.2 


Dermal fibroblast 
rroi 070 TNF aloha 


0.0 


EOL-l dbcAMP 


0.0 


Dermal fibroblast 
CCD 1070 IL-1 beta 


0.0 


EOL-1 dbcAMP 
PMA/ionomycin 


0.0 


nprmal fihrnbla^t TFN 
gamma 


0.0 


Dendritic cells none 


6.1 


Dermal fibroblast IL-4 


0.0 


Dendritic cells LPS 


0.0 


Dermal Fibroblasts rest 


0.0 
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r^priHrihr rHl<; antl- 
X^wilUliliC ^Clid ami 

CD40 


L2 


Neutrophils TNFa+LPS 


0.0 


Monocytes rest 


0.0 


Neutrophils rest 


0.0 


Monocytes LPS 


0.0 


Colon 


0.5 


Macrophages rest 


4.1 


Lung 


0.0 


Macrophages LPS 


0.0 


Thymus 


0.0 


HUVEC none 


0.0 


Kidney 


2.3 


HUVEC starved 


0.0 







CNS_neurodegeneration_vl.O Summary: Ag3463 Expression of the CG59551-01 gene is 
low/undetectable in all the samples on this panel. (Data not shown.) 



General_screening_panel_vl.4 Summary: Ag3463 The CG59551-01 gene encodes a 
putative GPCR. Highest expression of this gene is detected in an ovarian cancer cell line SK- 
OV-3 (CT=34). In addition, low expression of this gene is also observed in fetal skeletal 
muscle (CT= 34.4), one of the lung cancer cell line (CT= 34.9), and testis (CT= 34.3). Thus, 
expression of this gene can be used to distinguish these sample from other samples used in this 
panel. In addition, therapeutic modulation of the activity of the GPCR encoded by this gene 
may be useful in the treatment of ovarian and lung cancer, fertility, hypogonadism, and muscle 
related diseases. 



Panel 4.1D Summary: Ag3463 The CG59551-01 gene encodes a putative GPCR. Highest 
expression of this gene is seen in KU-812 cells treated with PMA/ionomycin (CT=30.86). 
Thus, expression of this gene can be used to distinguish this sample from other samples used 
in this panel. In addition, expression of this gene is high in KU-812 (basophils) cells treated 
with PMA/ionomycin (CT=30.86) as compared to resting KU-812 cells (CT=34.66). 
Therefore, expression of this gene can be used to distinguish resting from PMA/ionomycin 
treated- basophils. It is known that GPCR-type receptors are important in multiple 
physiological responses mediated by basophils (ref. 1). Therefore, antibody or small molecule 
therapies designed with the protein encoded for by this gene could block or inhibit 
inflammation or tissue damage due to basophil activation in response to asthma, allergies, 
hypersensitivity reactions, psoriasis, and viral infections. 



References: 
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1. Heinemann A., Hartnell A., Stubbs V.E., Murakami K., Soler D., LaRosa G., 
Askenase P.W., Williams TJ., Sabroe I. (2000) Basophil responses lo chemokines are 
regulated by both sequential and cooperative receptor signaling. J. Immunol. 165: 7224-7233. 

BH. CGS9540-01: OLFACTORY RECEPTOR 

Expression of gene CG5 9540-01 was assessed using the primer-probe sets Ag3460 and 
Agl519, described in Tables BHA and BHB. Results of the RTQ-PCR runs are shown in 
Tables BHC, BHD and BHE. 



Table BHA . Probe Name Ag3460 



Primers 


Sequences 


Leogth 


Start 
Position 


SEQ ID 

NO: 


Forward 


5 ' -tcagtgcagagatggagatctt-3 ' 


22 


■97 


574 


Probe 


TET-5 ' -tgcatcttctccctgttatatctcttca-3 ' - 
TAMRA 


28 


126 


575 


Reverse 


5 ' -gacagatgagtcccatgttcat-3 ' 


22 


171 


576 



Table BHB . Probe Name Agl519 



Primers 


Sequences 


Lengtli 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 ' -cctggccctcataaatctaatt-3 ' 


22 


503 


577 


Probe 


TET-5 ' -ctccttctaaggctgcccttctgtgg-3 ' - 

TAMRA 


26 


525 


578 


Reverse 


5 ' -acagacagaatttcaccgaaga-3 ' 


22 


571 


579 



Table BHC. Panel 1.2 



Tissue Name 


Rel. Exp.(%) Agl519, 
Run 142098791 


Tissue Name 


Rel. Exp.(%) Agl519, 
Run 142098791 


Endothelial cells 


0.0 


Renal ca. 786-0 


32.1 


Heart (Fetal) 


1.3 


Renal ca. A498 


10.7 


_ 

fancreas 


. - 


Renal ca. RXF 393 


1 .J 


Pancreatic ca. CAP AN 
2 


3.6 


Renal ca. ACHN 


10.2 


Adrenal Gland 


4.7 


Renal ca. UO-31 


26.8 


Thyroid 


0.4 


Renal ca. TK-10 


14.0 


Salivary gland 


27.7 


Liver 


7.2 


Pituitary gland 


0.0 


Liver (fetal) 


3.5 


Brain (fetal) 


0.0 


Liver ca. 

(hepatoblast) HepG2 


0.9 
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Brain ( whole) 


0.0 


Lung 


0.0 


orain \arny^\iaia) 


0 0 


r imp ( fetal) 


1 .3 


Brain (cerebellum) 


0.0 


Lung ca. (small cell) 


22.8 


Brain (hippocampus) 


0.3 


Lung ca. (small cell) 


11.5 


Brain (thalamus) 


0.2 


Lung ca. (s.cell var.) 

SHP-77 


0.0 


Cerebral Cortex 


0.3 


Lung ca. (large 


2.3 


Spinal cord 


0.0 


Lung ca. (non-sm. 
rein AS49 


5.1 


glio/astro U87-MG 


0.4 


Lung ca. (non-s.cell) 


7.7 


glio/astroU-118-MG 


0.9 


Lung ca. (non-s.cell) 


6.8 


astrocytoma SW1783 


0.0 


Lung ca. (non-s.cl) 


0.9 


neuro*; met SK-N-AS 


0.0 


Lung ca. (squam.) 


52.1 


astrocytoma SF-539 


0.0 


NCI-H596 


4.1 


oSirocyiumd oind- / j 






1 1.8 


glioma SNB-19 


4.0 


Breast ca.* (pl.ef) 
MCF-T 


11.3 


glioma U251 


0.0 


Breast ca.* (pl.ef) 
MDA-MR.23 1 


1.4 


glioma SF-295 


2.8 


oicasi ^a. \J^^> ^'■) 

T47D 


6.3 


Heart 


13.9 


Breast ca. BT-549 


0.0 


Skeletal Muscle 


0.2 


Breast ca. MDA-N 


12.5 


Done ludrruw 


0 7 




1 5 


Thymus 


0.0 


Ovarian ca. OVCAR- 

■J 


12.4 


Spleen 


0.7 


Ovarian ca. OVCAR- 
4 


23.8 


Lymph node 


0.0 


uvanan ca, uvl ak- 


38.2 


Colorectal Tissue 


4.5 


Ovarian ca. OVCAR- 
fi 

O 


35.6 


Stomach 


2.6 


Ovarian ca. IGROV- 
1 


2.4 


Small intestine 


2.6 


Ovarian ca. (ascites) 
SK-OV-3 


11.2 


Colon ca. SW480 


3.1 


Uterus 


1.7 
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L OlOn Ca. o W KJAV 

(SW480 met) 


12.3 


Placenta 


0.8 


LOion ca. n i 




Prn<;tate 


14.2 


Colon ca. HCT-116 


14.3 


Prn<;tate ca * fbone 
met) PC-3 


12.6 


LOiOn ca. y^a^O'Z 






0.4 


Colon ca. Tissue 


5.7 


Melanoma 
Hs688f A) T 


6.5 


Colon ca. HCC-2998 


100.0 


Melanoma* (met) 


12.2 


VJaSinC Cd. V^llVci 

met) NCI-N87 


15.7 


Melanoma UACC-62 


0.0 


rjiaaaer 






10.3 


Trachea 


1.0 


Melanoma LOX 
IMVI 


0.0 


Kidney 


55.9 


Melanoma* (met) 
SK-MEL-5 


0.0 


Kidney (fetal) 


7.7 







Table BHD. Panel 1.3D 



Tissue Name 


Rel, Exp.(%) Agl519, 
Run 165529518 


Tissue Name 


Rel. Exp.(%)Agl519, 
Run 165529518 


Liver adenocarcinoma 


0.0 


Kidney (fetal) 


0.0 


Pancreas 


38.7 


Renal ca. 786-0 


8.1 


Pancreatic ca. CAP AN 
2 


7.9 


Renal ca. A498 


0.0 


Adrenal gland 


29.9 


Renal ca. RXF 393 


29.7 


Thyroid 


26.6 


Renal ca. ACHN 


13.4 


Salivary gland 


0.0 


Renal ca. UO-31 


0.0 


Pituitary gland 


17.2 


Renal ca. TK-10 


16.8 


Brain (fetal) 


0.0 


Liver 


0.0 


Brain (whole) 


0.0 


Liver (fetal) 


27.4 


Brain (amygdala) 


0.0 


Liver ca. 

(hepatoblast) HepG2 


0.0 


Brain (cerebcUuni) 


u.u 


Lung 


n A 


Brain (hippocampus) 


0.0 


Lung (fetal) 


15.6 


Brain (substantia nigra) 


0.0 


Lung ca. (small cell) 
LX-1 


50.7 


Brain (thalamus) 


0.0 


Lung ca. (small cell) 
NCI-H69 


0.0 


Cerebral Cortex 


0.0 


Lung ca. (s.cell var.) 
SHP-77 


25.0 


Spinal cord 


0.0 


Lung ca. (large 


26.1 
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glio/astro U87-MG 


0.0 


Lung ca. (non-sm. 
Lcii ) /\j**y 


0.0 


glio/astroU-118-MG 


0.0 


Lung ca. (non-s.cell) 

MPT U?^ 


0.0 


astrocytoma SWl 783 


0.0 


Lung ca. (non-s.cell) 


27.4 


neuro*; met SK-N-AS 


0.0 


Lung ca. (non-s.cl) 


0.0 


astrocytoma SF-539 


0.0 


Lung ca. (squam.) 

o vv yyjyj 


18.0 


astrocytoma SNB-75 


0.0 


idling Ca. ^bL^Ualll.^ 

NC1-H596 


0.0 


glioma biNi5-iy 


n n 

v.yj 


iviallllllaiy giaiiu 


27.0 


glioma U251 


18.8 


Breast ca.* (pi.ef) 
MrF-7 


27.0 


glioma SF-295 


0.0 


Breast ca.* (pl.ef) 
MDA-MR-211 


45.7 


Heart (fetal) 


16.4 


T47D 


13.7 


Heart 


0.0 


Breast ca. BT-549 


0.0 


Skeletal muscle (fetal) 


0.0 


Breast ca. MDA-N 


13.8 


oKeieiai muscie 


1 0.0 




0 0 


Bone marrow 


0.0 


Ovarian ca. OVCAR- 

J 


0.0 


Thymus 


0.0 


Ovarian ca. OVCAR- 

A 


11.4 


Spleen 


0.0 


Ovarian ca. OVCAR- 
< 


2.6 


Lymph node 


34.4 


Ovarian ca. OVCAR- 

Q 
0 


12.3 


Colorectal 


100.0 


Ovarian ca. IGROV- 

1 

1 


0.0 


Stomach 


0.0 


SK-OV-3 


33.7 


Small intestine 


0.0 


Uterus 


0.0 


t . 

Loion ca. oW4ov 


1 - - - 




1 7 n 


Colon ca,* 

o wozui^o vv*fou meij 


10.0 


Prostate 


0.0 


Colon ca. HT29 


16.7 


met)PC-3 


0.0 


colon ca. i - 1 1 o 


1 ^ s 
1 u.o 




0 0 


Colon ca. CaCo-2 


15.6 


Melanoma 
Hs688(A).T 


15.1 


Colon ca. 


28.9 


Melanoma* (met) 


9.0 
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tissue(OD03866) 




Hs688(B).T 




Colon ca. HCC-2yyo 


11 n 

J 1 A) 


lVlcidilUUi<* ^/VV-^v_ 


0.0 


Gastric ca * (liver met) 
NCI-N87 


36.6 


Melanoma M 14 


26.2 


Bladder 


51.4 


Melanoma LOX 

TMVT 

11 Vi V 1 


0.0 


Trachea 


0.0 


Melanoma* (met) 
SK-MEL-S 


1/11 

14. 1 


Kidney 


56.3 


Adipose 


0.0 



Table BHE. Panel 2D 



Tissue Name 


Rel. Exp.(%) 
Agl519, Run 
145158010 


Tissue Name 


Rel. Exp.(%) 
Agl519, Run 
145158010 


Normal Colon 


Rl ft 


Kidney Margin 
8120608 


5.0 


CC Well to Mod Diff 
(OD03866) 


6.0 


Kidney Cancer 
8120613 


0.0 


CC Margin (OD03866) 


7.3 


Kidney Margin 
8120614 


1.9 


CC Gr.2 rectosigmoid 
(OD03868) 


5.8 


Kidney Cancer 
9010320 


7.6 


CC Margin (OD03868) 


0.0 


Kidney Margin 
9010321 


5.8 


CC Mod Diff (OD03 920) 


18.6 


Normal Uterus 


4.2 


CC Margin (ODO3920) 


10.6 


Uterus Cancer 064011 


47.3 


CC Gr.2 ascend colon 
fOD03921) 


8.2 


Normal Thyroid 


21.6 


CC Margm ((JUUJy/i; 




Thyroid Cancer 
064010 


42.3 


CC from Partial 
Hepatectomy (ODO4309) 
Mets 


47.6 


Thyroid Cancer 
A302152 


20.9 


Liver Margin (ODO4309) 


10.4 


Thyroid Margin 
A302153 


59.5 


Colon mets to lung 
(OD04451-01) 


12.2 


Normal Breast 


71.2 


Lung Margin (OD04451- 
02) 


6.5 


Breast Cancer 

(OD04566) 


15.7 


Normal Prostate 6546-1 


11.6 


Breast Cancer 
(OD04590-01) 


19.9 


Prostate Cancer 
(OD04410) 


31.6 


Breast Cancer Mets 
(OD04590-03) 


41.5 


Prostate Margin 


25.5 


Breast Cancer 


33.7 
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(OD04410) 


^ 
( 


/Ictastasis 
OD04655-05) 




Prostate Cancer 
(OD04720-01) 


111 I 


ireast Cancer 064006 


27.0 


Prostate Margin 
(OD04720-02) 


31.4 I 


Jreast Cancer 1024 


48.0 


Normal Lung 061010 


25.2 \ 


ireast Cancer 
n 00266 


3.3 


Lung Met to Muscle 
(OD04286) 


6.2 1 


ireast Margin 
M 00265 


7.8 


Muscle Margin 
(OD04286) 


0.0 ' 

i 


Breast Cancer 
^209073 


24.8 


Lung Malignant Cancer 


39.0 


breast Marfiin 
A209073 


32.3 




12.0 


Normal Liver 


3.5 




4.9 


Liver Cancer 064003 


56.6 


T nnrr TVyfaraiTi 0004404^ 


27.9 


Liver Cancer 1025 


7.2 


Lung Cancer (OD04565) 


11.9 i 


Liver Cancer 1026 j 


1.8 


jLung Margin (OD04565) 


1 A 


Liver Cancer 6004-T 


6.0 


Lung Cancer (OD04237- 

01) 


52.5 


Liver Tissue 6004-N 


0.0 


Lung Margin (OD04237- 
02) 


20.7 


Liver Cancer 6005-T 


5.6 


Ocular Mel Met to Liver 
(ODO4310) 


5.6 


Liver Tissue 6005-N 


0.0 


Liver Margin (0DO43IU) 




Normal Bladder 


24.0 


Melanoma Mets to Lung 
(OD04321) 


0.0 


Bladder Cancer 1023 


3.3 


Lung Margin (OD04321) 


24.7 


Bladder Cancer 
A302173 


5.7 


Normal Kidney 


100.0 


Bladder Cancer 
(OD04718-01) 


2.9 


Kidney Ca, Nuclear grade 
2 (OD04338) 


34.4 


lilaQaer iNonnai 
Adjacent (OD04718- 

03) 


0.0 


Kidney Margin 
(OD04338) 


54.7 


iNormal Ovary 


3.9 


Kidney Ca Nuclear grade 
1/2 (OD04339) 


81.8 


Ovarian Cancer 
064008 


7.2 


Kidney Margin 

(OD04339) 


48.3 


Ovarian Cancer 
(OD04768-07) 


38.4 


Kidney Ca, Clear cell 
type (OD04340) 


U.O 


Ovary Margin 
(OD04768-08) 


5.1 


Kidney Margin 
(OD04340) 


56.6 


Normal Stomach 


11.4 
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Kidney Ca, Nuclear grade 
3 (OD04348) 


3.4 


Gastric Cancer 
9060358 


6.5 


Kidney Margin 
(OD04348) 


43.2 


Stomach Margin 
9060359 


0.0 


Kidney Cancer 
(OD04622-01) 


11.5 


Gastric Cancer 
9060395 


6.7 


Kidney Margin 
{OD04622-03) 


3.5 


Stomach Margin 
9060394 


4.5 


Kidney Cancer 
(OD04450'01) 


17.8 


Gastric Cancer 
9060397 


0.0 


Kidney Margin 
rOD04450-03) 


42.0 


Stomach Margin 
9060396 


6.7 


Kidney Cancer 8120607 


0.0 


Gastric Cancer 
064005 


16.6 



CNS_neurodegeneration_vl.O Summary: Ag3460 Expression of the CG59540-01 gene is 
low/undetectable (CT values > 35) across the samples in this panel. 

GeneraLscreening_paneLvl.4 Summary: Ag3460 Expression of the CG59540-01 gene is 
low/undetectable (CT values > 35) across the samples in this panel. 

Panel 1.2 Summary: Agl519 The expression of the CG59540-01 gene appears to be highest 
in a sample derived from a colon cancer cell line (HCC-2998) (CT-28.2). In addition, there is 
substantial expression associated with normal kidney and bladder. Thus, the expression of this 
gene could be used to distinguish these tissues from other tissues in the panel. In addition there 
was noted expression clustered in ovarian, renal and colon cancer cell lines. Therefore, 
therapeutic modulation of this gene, through the use of small molecule drugs, antibodies or 
protein therapeutics might be of use in the treatment of colon cancer, renal cancer or ovarian 
cancer. 

Among tissues with metabolic fonction, there is moderate expression in fetal and adult 
heart, adrenal, and pancreas. This expression suggests that therapeutic modulation of the 
expression or function of the protein encoded by this gene may be useful in the treatmeni of 
diseases that involve these tissues, including obesity and diabetes. 

In addition, there appears to be higher levels of expression in adult heart (CT=31) 
when compared to expression in fetal heart (CT=34.4). Thus, expression of this gene could be 
used to differentiate between adult and fetal heart tissue. Conversely, expression of this gene is 
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higher in fetal lung (CT=34.5) than in adult lung (CT=40). Thus, expression of this gene could 
also be used to differentiate between adult and fetal lung. 



Panel L3D Summary: Agl519 Significant expression the CG59540-01 gene is limited to a 
sample derived from colorectal tissue (CT=34.3). Thus, expression of this gene could be used 
to differentiate between this sample and other samples on this panel, and between colorectal 
tissue and other normal or malignant tissues. 

Panel 2D Summary: Agl519 The expression of the CG59540-01 gene in panel 2 appears to 
be highest in a samples derived from normal kidney tissue (CT=32). In addition there appears 
to be substantial difference in expression between normal kidney adjacent to cancer tissue and 
the cancer tissue itself Thus, the expression of this gene could be used to distinguish normal 
kidney tissue from other samples in the panel, hi addition, the expression of this gene could be 
used to distinguish normal kidney from malignant tissue. Moreover, therapeutic modulation of 
this gene, through the use of small molecule drugs, antibodies or protein therapeutics might be 
of use in the treatment of kidney cancer. 

Panel 4D Summary: Ag3460 Expression of the CG59540-01 gene is low/undetectable (CT 
values > 35) across the samples in this panel. 

BL CG59280.01 and CG59280-02: OLFACTORY RECEPTOR 

Expression of gene CG59280-01 and CG59280-02 was assessed using the primer- 
probe set Ag3527, described in Table BIA. Results of the RTQ-PCR runs are shown in Table 
BIB. Please note that CG59280-02 represents a full-length physical clone of the CG59280-01 
gene, validating the prediction of the gene sequence. 

Table BIA . Probe Name Ag3527 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 

NO: 


Forward 


5 ' -atggccattgataggtacgtt-3 ' 


21 


361 


580 


Probe 


TET-5 ' -catctgtaaccctctccgctacccaa-3 ' - 
TAMRA 


26 


384 


581 


Reverse 


5 ' -ccacagagagctgaacacaga-3 ' 


21 


428 


582 



Table BIB. Panel 4D 



Tissue Name 



Rel. Exp.(%) 



Tissue Name 
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Ap1S27 Run 
166446354 




Ag3527, Run 
166446354 


Secondary Thl act 


0.0 


HUVEC IL-lbeta 


0.0 


oeconoary inz dui 


0 0 


HUVEC IFN eamma 


0.0 


Secondary Trl act 


0.0 


HUVEC TNF aloha + IFN 
gamma 


0.0 


Secondary Thl rest 


0.0 


HUVEC TNF alpha + IL4 


0.0 


oeconoary inz resi 


0 0 


HUVECIL-11 


0.0 


Secondary Trl rest 


2.0 


Lung Microvascular EC 
none 


0.0 


Primary Thl act 


0.0 


Lung Microvascular EC 
TNFalnha + IL-lbeta 


0.0 


Primary Th2 act 


0.0 


Microvascular Dermal EC 
none 


4.2 


Primary Trl act 


0.0 


Microsvasular Dermal EC 
TNFalnha + IL- 1 beta 


0.0 


Primary Thl rest 


0.0 


Bronchial epithelium 
TlsTFalnha + ILlbeta i 


4.2 


Primary Th2 rest 


0.0 


Small ainvay epithelium 


0.0 


Primary Trl rest 


0.0 


Small airway epithelium 
TNFaloha + IL- 1 beta i 


0.0 


CD45RA CD4 
lympnocyie dci 


0.0 


Coronery artery SMC rest 


0.0 


CD45RO CD4 
lymphocyte act 


0.0 


Coronerv arterv SMC 
TNFalpha + IL-lbeta 


0.0 


CDS lymphocyte act 0.0 


A^trncvtes rest 


0.0 


Secondary CDS 
lymphocyte rest 


0.0 


Astrocytes TNFalpha + 
IL-lbeta 


0.0 


Secondary CDS 
lymphocyte act 


0.0 


KU-812 (Basophil) rest 


0.0 


CD4 lymphocyte none 


4.4 


KU-8 12 (Basophil) 

PM A/ionomvcin 


0.0 


2ry Thl/Th2/Trl anti- 
CD95CH11 


0.0 


CCD 11 06 (Keratinocytes) 

none 


0.0 


LAK cells rest 


0.0 


CCD 1 106 (Keratinocytes) 

TXrColr^Uo -L TT 1 K/:^to 
t * 


0.0 

1 


LAK cells IL-2 


0.0 


Liver cirrhosis 


100.0 


LAK cells IL-2+IL-12 


0.0 


Luous kidnev 


0.0 


LAK cells IL-2+IFN 
gamma 


5.1 


NCI-H292 none 


0.0 


LAK cells IL-2+ IL-18 


0.0 


NCI-H292 IL-4 


0.0 


LAK cells 
PMA/ionomycin 


0.0 


NCI-H292 IL-9 


u.u 


NK Cells IL-2 rest 


0.0 


NCI-H292IL-13 


0.0 
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Two Wav MLR 3 day 


0.0 NCI-H292 If N gamma 


0.0 


T,.,. w.v MT R 5 dav 0.0 HPAEC none 


4.5 


Two Way MLR 7 day 


00 ' 


-IPAECTNF alpha + IL-1 
jeta 




PBMC rest 


3.1 1 


Lung fibroblast none 


0.0 


PBMC PWM 


00 ' 


Lung fibroblast TNF alpha 
f lL-1 beta 


0.0 


PBMC PHA-L 


0.0 


Lung fibroblast IL-4 1 0.0 


Ramos (B cell) none 


0.0 


Lung fibroblast IL-9 


0.0 


Karnos \d ecu; 
ionomycin 


0.0 


Lung fibroblast IL-13 


u.u 


B lymphocytes PWM 


0.0 


Lung fibroblast IFN 

gamma 


0.0 


■ ■• ■- ■- 

D lyiupilUCyiCa K^u^yjM^ 

andIL-4 


0.0 


Dermal fibroblast 
CCD 1070 rest 


0.0 


EOL-1 dbcAMP 


0.0 


Dermal fibroblast 
CCD 1070 TNF alpha 


0.0 


EOL-ldbcAMP 
PMA/ionomycin 


0.0 


Dermal fibroblast 
CCD 1070 IL-1 beta 


0.0 


Dendritic cells none 




Dermal fibroblast IFN 
gamma 


0.0 


Dendritic cells LPS 


5.3 


Dermal fibroblast IL-4 


1 0.0 


Dendritic cells anti- 
CD40 


9.9 


IBD Colitis 2 


10.8 


Monocytes rest 


0.0 


IBD Crohn's 


8.9 


M -4,-1 TIC 

Monocytes LPb 


77 0 


Colon 


0.0 


Macrophages rest 


9.5 


Lung 


4.6 


Macrophages LPS 


4.0 


"Thymus ^-^ 


HUVEC none 


0.0 


Kidney 1 ^.0 


HUVEC starved 


0.0 





CNS_neuroclegeneration_vl.O Summary: Ag3527 Expression of the CG59280-01 gene is 
low/undetectable (CT values > 35) across the samples in this panel. (Data not shown.) 

GeaerBLscr«enmg_paneLvl.4 Summary: Ag3527 Expression of the CG59280-01 gene is 
low/undetectable (CT values > 35) across the samples in this panel. (Data not shown.) This 
gene encodes a G protein-coupled receptor (GPCR), a type of cell surface receptor involved in 
signal transduction. It is most similar to members of the odorant receptor subfamily of GPCRs. 
Based on analogy to other odorant receptor genes, we predict that expression of this gene may 
be highest in nasal epithelium, a sample not represented on this panel. 
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Panel 4D Summary: Ag3527 Highest expression of the CG59280-01 gene is seen in the liver 
cirrhosis sample(CT=31.81). Thus, expression of this gene could be used to differentiate 
between this sample from the other samples on this panel and as a marker to detect the 
presence of liver cirrhosis. Furthermore, expression of this gene is not detected in normal liver 
in Panel 1 .4, suggesting that its expression is unique to liver cirrhosis. This gene encodes a 
putative GPCR; therefore, antibodies or small molecule therapeutics could reduce or inhibit 
fibrosis that occurs in liver cirrhosis. In addition, antibodies to this putative GPCR could also 
be used for the diagnosis of liver cirrhosis. 

BJ. CG59568-01:GPCR 

Expression of gene CG59568-01 was assessed using the primer-probe set 
Ag3474, described in Table BJA. Results of the RTQ-PCR runs are shown in Table 
BJB. 

Table BJA. Probe Name Ag3474 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 • -ttacagcaatcaccatggtctt-3 ' 


22 


475 


760 


Probe 


TET-5 ' -accttctgtggaccctatgaaactga-3 ' - 

TAMRA 


26 


510 


761 


Reverse 


5 ' -gggtgaagtcacaaaagaagtg-3 ' 


22 


537 


762 



Table BJB. Panel 4D 



Tissue Name 


Rel. Exp.(%) 
Ag3474, Run 
166417193 


Tissue Name 


Rel. Exp.(%) 
Ag3474, Run 
166417193 


Secondary Thl act 


7.1 


HUVEC IL-lbeta 


0.0 


Secondary Th2 act 


0.0 


HUVEC IFN gamma 


0.0 


Secondary Trl act 


4.2 


HUVEC TNF alpha + IFN 

gamma 


0.0 


Secondary Thl rest 


0.0 HUVEC TNF alpha + IL4 


0.0 


Secondary Th2 rest 


0.0 


HUVEC IL-ll 


0.0 


Secondary Trl rest 


0.0 


Lung Microvascular EC 
none 


0.0 


Primary Thl act 


0.0 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


0.0 


Primary Th2 act 


2.2 


Microvascular Dermal EC 
none 


0.0 
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Primary Trl act 


^ 

0.0 ^ 


4icrosvasular Dermal EC 
Waloha + IL-lbeta 


0.0 


Primary Thl rest 


3.3 \ 


ironchial epithelium 
rNFalpha + ILlbeta 


0.0 


Primary Th2 rest 




>mall airway epithelium 
lone 


0.0 


Primary Trl rest 


< 

0.0 : 


Jmall airway epithelium 
rNFalphaH- IL-lbeta 


03 


CD45RA CD4 
lymphocyte act 


0.0 < 


3oronery artery SMC rest 


0.0 


CD45RO CD4 
lymphocyte act 


0.0 


roronerv arterv SMC 
rNFalpha + IL-lbeta 


A A 

o.u 


CDS lymphocyte act 


0 0 


A^strocytes rest 


0.0 


Secondary CDS 
lymphocyte rest 


1.7 


Astrocytes TNFalpha + 
IL-lbeta 


0.0 


Secondary CDS 
lymphocyte act 


0.0 


KU-8 12 (Basophil) rest 


0.0 


CD4 lymphocyte none 


0.0 


KU-8 12 (Basophil) 
PMA/ionomycin 


3.1 


2ryThl/Th2/Trl_anti- 
CD95CH11 


0.0 


CCDl 106 (Keratinocytes) 
none 


0.0 


LAK cells rest 


0.0 


CCDl 106 (Keratinocytes) 
TNFalpha + IL-lbeta 


0.5 


LAK cells IL-2 0.0 


Liver cirrhosis 


100.0 


LAK cells IL-2+IL- 12 3.6 


Luous kidney 


0.0 


LAK cells IL-2+IFN 
gamma 


3.9 


NCI-H292 none 


n A 
U.U 


LAK cells IL-2+IL-18 


2.4 


NCI-H292 IL-4 


0.0 


LAK cells 
PMA/ionomycin 


0.0 


NCI-H292 IL-9 


0.0 


NK Cells IL-2 rest 


0.0 


NCI-H292 IL-13 


0.0 


Two Way MLR 3 day 


0.0 


NCI-H292 IFN gamma 


0.0 


Two Way MLR 5 day 


0.0 


HPAEC none 


0.0 


Two Way MLR 7 day 


0.0 


HPAEC TNF alpha + IL-1 
beta 


n (\ 
U,U 


PBMC rest 


0.0 


Lung fibroblast none 


0.0 


PBMC PWM 


0.0 


Lung fibroblast TNF alpha 
+ IL-1 beta 


o.z 


PBMC PHA-L 


0.0 


Lung fibroblast IL-4 


0.0 


Ramos (B cell) none 


0.0 


Lung fibroblast IL-9 


0.0 


Ramos (B cell) 
ionomycin 


0.0 


Lung fibroblast IL-13 


0.3 


B lymphocytes PWM 


8.4 


Lung fibroblast IFN 
gamma 


0.0 


B lymphocytes CD40L 


0.0 


Dermal fibroblast 


0.0 
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and lL-4 




CCDl 070 rest 




EOL-1 dbcAMP 


0.0 


Dermal fibroblast 
CCD1070TNF alpha 


1.6 


EOL-1 dbcAMP 
PMA/ionomycin 


0.0 


Dermal fibroblast 
CCD1070 IL-1 beta 


0.0 


Dendritic cells none 


0.0 


Dermal fibroblast IFN 
gamma 


U.u 


Dendntic ceiis L^r o 


1 5 


Dermal fibroblast IL-4 


0.0 


T~\amj4v*^«a nail (7 rmti_ 

Uenciniic ceiis anu- 
CD40 


0.0 


IBD Colitis 2 


1 1 O 


Monocvtes rest 


0.0 


BD Crohn's 


0.0 


Monocytes LPS 


5.8 


Colon 


1.5 


Macronhaees rest 


3.4 


Lung 


0.0 


Macrophages LPS 


0.0 


Thymus 


3.8 


HUVEC none 


0.0 


Kidney 


6.7 


HUVEC starved | 0.0 1 





CNS_neurodegeneration_vl.O Summary: Ag3474 Expression of the CG59568-01 gene is 
low/undetectable (CT values > 35) across the samples in this panel. (Data not shown.) 

General_screening_panel_vl.4 Summary: Ag3474 Expression of the CG59568-01 gene is 
low/undetectable (CT values > 35) across the samples in this panel. (Data not shown.) This 
gene encodes a G protein-coupled receptor (GPCR). a type of cell surface receptor involved in 
signal transduction. It is most similar to members of the odorant receptor subfamily of GPCRs. 
Based on analogy to other odorant receptor genes, we predict that expression of this gene may 
be highest in nasal epithelium, a sample not represented on this panel. 

Panel 4D Summary: Ag3474 Highest expression of the CG59280-01 gene is seen in the liver 
cirrhosis sample(CT=31.37). Thus, expression of this gene could be used to differentiate 
between this sample from the other samples on this panel and as a marker to detect the 
presence of Uver cirrhosis. Furthermore, expression of this gene is not detected in normal liver 
in Panel 1 .4, suggesting that its expression is unique to liver cirrhosis. This gene encodes a 
putative GPCR; therefore, antibodies or small molecule therapeutics could reduce or inhibit 
fibrosis that occurs in liver cirrhosis. In addition, antibodies to this putative GPCR could also 
be used for the diagnosis of liver cirrhosis. 
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BK. CG59224-01 and CG59216-01: GPCR 

Expression of gene CG59224-01 and variant CG59216-01 was assessed using the 
primer-probe sets Ag3400 and Ag3405, described in Tables BKA and BKB. Results of the 
RTQ-PCR runs are shown in Table BKC. 



Table BKA. Probe Name Ag3400 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 ' -tctctgacctagggctgtctct-3 ' 


22 


225 


584 


Probe 


TET-5 ' -tcttccttacccatcactttgggact-3 ' - 
TAMRA ■ 


26 


248 


585 


Reverse 


5 ' -catgaatttcatggacatcaaa-3 ' 


22 


281 


586 



Table BKB. Probe Name Ag3405 



Primers 


Sequences 


Length 


Start Position 


SEQ ID 
NO: 


Forward 


5 ' -cacatctgtgctgtgcttatct - 3 ' 


22 


746 


587 


Probe 


TET-5 ' -aqtqctgccatgctccaccagttt-3 ' -TAMRA 


24 


785 


588 


Reverse 


5 ' -acqtggatcataggagacacat-3 ' 


22 


816 


589 



Table BKC. General_screening_panel_vl.4 



Tissue Name 


Rel. Exp.(%) 
Ag3400, Run 
216822602 


Rel. Exp.(%) 
Ag3405, Run 
216838741 


Tissue Name 


Rel. Exp.(%) 
Ag3400, Run 
216822602 


Rel. Exp.(%) 
Ag3405, Run 
216838741 


Adipose 


0.0 


0.0 


Renal ca. TK-10 


0.0 


0.0 


Mplanoma* 

Hs688(A).T 


0.0 


r\ r\ 
U.U 




1 7 


0.0 


Melanoma* 
Hs688(B).T 


0.0 


0.0 


Gastric ca. (liver 
met.) NCI-N87 


0.0 


0.0 


iMelanoma* 
|M14 


0.0 


0.0 


Gastric ca. 
KATO III 


0.0 


0.0 


[Melanoma* 

Iloximvi 


0.0 


0.0 


Colon ca. SW- 
948 


0.0 


0.0 


iMelanoma* 
SK-MEL-5 


0.0 


0.0 


Colon ca. SW480 


0.0 


0.0 
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Squamous cell 

carcinoma 

SCC-4 




c 

no i 


rolon ca.* 
SW480 met) 
»W620 


0.0 


0.0 


Testis Pool 


0.0 


0.0 ( 


:olon ca. HT29 


0.0 


0.0 


Prostate ca.* 
(bone met) 
PC-3 


U.U 


00 ^ 

U.v 


rolon ca. HCT- 

116 


0.0 


0.0 


Prostate Pool 


J. I 


1 *o ^ 


^olon ca CaCo-2 


0.0 


0.0 


Placenta 


0.0 


0.0 ; 


[^olon cancer 
issue 


0.0 


0.0 


Uterus Pool 


0.0 


0.0 ' 


Colon ca. 
SW1116 


0.0 


0.0 


Ovarian ca. 
OVCAR-3 


0.0 


0.0 


Colon ca. Colo- 
205 


0.0 


0.0 


Ovarian ca, 
SK-OV-3 


1.0 


0.0 


Colon ca. SW-48 


0.0 


0.0 


Ovarian ca. 
OVCAR-4 


0.0 


0.0 


Colon Pool 


0.0 


0.0 


Ovarian ca. 
OVCAR-5 


0.0 


0.0 


Small Intestine 
Pool 


0.0 


0.0 


Ovarian ca. 
IGROV-1 


0.0 


0.0 


Stomach Pool 


0.0 


0.0 


Ovarian ca. 
OVCAR-8 


0.0 


0.0 


Rone Marrow 
Pool 


0.0 


0.0 


Ovary 


u.u 




Fetal Heart 


0.0 


0.0 


Breast ca. 
MCF.7 


0.0 


0.0 


Heart Pool 


1.7 


1.3 


Breast ca. 

MDA-MB- 

231 


0.0 


0.0 


Lymph Node 
Pool 


0.0 


0.0 


Breast ca. BT 
549 


0.0 


0.0 


Fetal Skeletal 

A/fii*?cle 

iVl UOV/l V 


0.0 


0.0 


Breast ca. 
T47D 


0.0 


0.0 


Skeletal Muscle 
Pool 


0.0 


0.0 


Breast ca. 
MDA-N 


0.0 


0.5 


Spleen Pool 


0.0 


0.0 




Oft 

1 


n s 


Thvmus Pool 


0.0 


0.5 


Trachea 


0.0 


0.0 


clNo cancer 
(glio/astro) U87- 
MG 


0.0 


0.0 


Lung 


0.0 


0.0 


CNb cancer 
(glio/astro) U- 
118-MG 


0.0 


0.0 


Fetal Lung 


0.0 


0.0 


CNS cancer 
(neuro;met) SK- 
N-AS 


0.0 


0.0 
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Lungca. NCI- 
N417 


0.0 


0.0 5 


iJNS cancer 
astro'i SF-539 


0.0 


0.0 


Lung ca. LX- 
1 


0.0 


0.0 1 


:NS cancer 
astrol SNB-75 


0.0 


0.0 


Lung ca. NCI- 
H146 


2.5 




"NS cancer 
olio) SNB-19 


0.0 


0.0 


Lung ca, 
SHP-77 


100.0 


( 

100.0 , 


CNS cancer 
(elio) SF-295 


0.0 


0.0 


Lung ca. 
A549 


0.0 


0.0 


Brain 

f Amvedalal Pool 


0.0 


0.0 


Lung ca. NCI- 
H526 


0.0 


0.0 


Brain 

frerehellum) 


0.0 


0.0 


Lung ca. NCI- 
H23 


0.0 


0.0 


Brain (fetal) 


0.0 


0.0 


Lung ca. NCI- 
H460 


0.0 


0.0 


Brain 

(Hippocampus) 
Pool 


0.0 


0.0 


Lung ca. 
HOP-62 


0.0 


0.0 


Cerebral Cortex 
Pool 


0.0 


0.6 


Lung ca. NCI- 
H522 


0.0 


0.0 


Brain (Substantia 

nicrra) Pool 


0.0 


0.0 


Liver 


0.0 


0.0 


Brain f Thalamus) 
Pool 


0.0 


0.0 


Fetal Liver 


n n 
u.u 


0 0 


Rrain fwhole) 


0.0 


0.0 


Liver ca. 
HepG2 


0.0 


0.0 


Spinal Cord Pool 


0.0 


A A 

0.0 


Kidney Pool 


u.u 


n d 


Adrenal Gland 


0.0 


0.0 


Fetal Kidney 


10.8 


2.6 


Pituitary gland 
Pool 


0.0 


0.0 


Renal ca. 786- 
0 


0.0 


0.0 


Salivary Gland 


0.0 


0.0 


Renal ca. 
A498 


0.0 


0.0 


Thyroid (female) 


0.0 


0.0 


Renal ca, 
ACHN 


0.0 


0.0 


Pancreatic ca. 
CAPAN2 


0.0 


0.0 


Renal ca. UO- 

T 1 

I-" 


0.0 

1 


0.0 


Pancreas Pool 


1 0.0 


1.2 



CNS_neurodegeneration_vl.O Summary: Ag3400/Ag3405 Expression of the CG59224-01 
gene is low/undetectable (CT values > 35) across the samples in this panel. (Data not shown.) 

General_screening_panel_vl.4 Summary: Ag3400/Ag3405 Two experiments with two 
different probe and primer sets produce results that are in excellent agreement, with significant 
expression of the CG59224-01 gene exclusively in a lung cancer cell line sample (CTs = 30- 
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33) Therefore, expression of this gene may be used to distinguish this sample from other 
samples on this panel and as a marker for lung cancer. Furthermore, therapeutic modulation of 
the activity of the GPCR encoded by this gene may be beneficial in the treatment of lung 
cancer. 

Panel 4D Summary: Ag3400/Ag3405 Expression of the CG59224-01 gene is 
low/undetcctable (CT values > 35) across the samples in this panel. (Data not shown.) This 
gene encodes a G protein-coupled receptor (GPCR), a type of cell surface receptor mvolved m 
signal transduction. It is most similar to members of the odorant receptor subfamily of GPCRs. 
Based on analogy to other odorant receptor genes, we predict that expression of this gene may 
be highest in nasal epithelium, a sample not represented on this panel. 

BL. CG59214-01 and CG59214-01: GPCR 

Expression of gene CG59214-01 and CG59214-01 was assessed using the pnmer- 
probe sets Ag3398 and Ag3404, described in Tables BLA and BLB. Results of the RTQ-PCR 
runs are shown in Tables BLC and BLD. 



Table BLA. Probe Name Ag3398 



Primers 


Sequences 


Length 


Start 

Position 


SEQ 
ID NO: 


Forward 


f; ' -atacttqcatctcccacatctg-3 ' 


22 


724 


590 


Probe 


TET-5 ' -caccaatgattgggctatctatgatcca- 
3 ' -TAMRA 


28 


766 


591 


Reverse 


5 • -tgaggaagcattctgtccatag-3 ' 


1 22 


797 


592 



Table BLB. Probe Name Ag3404 



Primers 


Sequences 


Length 


start 
Position 


SEQ ID 
NO: 


For>v3.rd 


5 ' -atacttgcatctcccacatctg-3 ' 


22 


724 

_ — - 


593 


Probe 


TET-5 • -caccaatgattgggctatctatgatcca- 

-I '-TAMRA 


28 


766 


594 


Reverse 


5 • -tgaggaagcattctgtccatag-3 ' | 22 


797 


595 



Table BLC. General_screening_panel_vl.4 



Tissue Name 


Rel. Exp.(%) 
Ag3398, Run 
216822567 


Rel. Exp.(%) 
Ag3404, Run 
216838380 


Tissue Name 


Rel. Exp.(%) 
Ag3398, Run 
216822567 


Rel. Exp.(%) 
Ag3404, Run 
216838380 
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Adipose 


u.u 


0 0 R 


enal ca TK-10 


0.0 


0.0 


Melanoma* 
Hs688(A).T 


0.0 


0.0 E 


t ladder 


0.0 


0.0 


Melanoma* 
Hs688(B),T 


0.0 




Jastric ca. (liver 
net ) NCI-N87 


0.0 


• 0.0 


Melanoma* 
M14 


0.0 


0.0 \ 


jastric ca. 
LATO III 


0.0 


0.0 


Melanoma* 
LOXIMVl 


0.0 


0.0 ^ 


;:olon ca. SW- 
)48 


0.0 


0.0 


Melanoma* 
SK-MEL-5 


0.0 


88.9 ( 


:olon ca. SW480 


0.0 


0.0 


Squamous cell 

carcinoma 

SCC-4 


u.u 


( 

< 


I!olon ca.* 
SW480 met) 
5W620 


0.0 


0.0 


Testis Pool j 


0.0 


0.0 < 


Colon ca. HT29 


0.0 


0.0 


Prostate ca.* 
(bone met) 
PC-3 


0.0 


0.0 


Colon ca. HCT- 
116 


0.0 


0.0 


Prostate Pool 


0.0 0.0 Colon ca. CaCo-2 


0.0 


0.0 


Placenta 


0.0 


0.0 


Colon cancer 
tissue 


0.0 


0.0 


Uterus Pool 


0.0 


0.0 


Colon ca. 
SW1116 


0.0 


0.0 


Ovarian ca. 
OVCAR-3 


0.0 


0.0 


Colon ca. Colo- 
205 


0.0 


0.0 


Ovarian ca. 
SK-OV-3 


0.0 


0.0 


Colon ca. SW-48 


0.0 


0.0 


Ovarian ca. 
OVCAR-4 


0.0 


0.0 


Colon Pool 


0.0 


0.0 


Ovarian ca. 
OVCAR-5 


0.0 


0.0 


Small Intestine 
Pool 


0.0 


8.9 


Ovarian ca. 
IGROV-1 


0.0 


0.0 


Stomach Pool 


0.0 


15.6 


Ovarian ca. 
OVCAR-8 


0.0 


0.0 


Bone Manrow 
Pool 


0.0 


u.u 


Ovary 


0.0 


7.5 


Fetal Heart 1 0.0 


0.0 


Breast ca. 
MCF-7 


0.0 


1 

0.0 


1 

Heart Pool 


1 

0.0 


u.u 


Breast ca. 
MDA-MB- 

231 


0.0 


0.0 


Lymph Node 
Pool 


0.0 


0.0 


Breast ca. BT 
549 


0.0 


0.0 


Fetal Skeletal 
Muscle 


0.0 


0.0 


Breast ca. 
T47D 


0.0 


0.0 


Skeletal Muscle 
Pool 


0.0 


0.0 
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Breast ca. 
MDA-N 


6.9 


0.0 s 


pleen Pool 


0.0 
0.0 


0.0 
0.0 


Breast Pool 
Trachea 


0.0 
0.0 


0.0 1 

r 

K 

0.0 ( 

^ 


hymus Pool 

, iNo CdUCCl 

glio/astro) U87- 
AG 


0.0 


0.0 


Lung 


0.0 


I 

0.0 ( 

1 


, iNo cancer 
glio/astro) U- 
18-MG 


0.0 


12.5 


Fetal Lung 


0.0 


f 
K 

0.0 ( 


^iN3 cancer 
neuro;met) SK- 
SI-AS 


0.0 


0.0 


Lungca. NCI- 
N417 


0.0 


0.0 ; 


[:NS cancer 
astro) SF-539 


0.0 


0.0 


Lung ca. LX- 
1 


0.0 


0.0 


CNS cancer 
(astro) SNB-75 


0.0 


0.0 


Lung ca. NCI- 
H146 


0.0 


0.0 


CNS cancer 
(glio) SNB-19 


0.0 


0.0 


Lung ca. 
SHP-77 


100.0 


100.0 


CNS cancer 
(glio) SF-295 


0.0 


0.0 


Lung ca. 
A549 


0.0 


0.0 


Brain 

f Amvedala) Pool 


0.0 


0.0 


Lung ca. NCI- 
H526 


0.0 


0.0 


Brain 

(cerebellum) 


0.0 


0.0 


Lung ca. NCI- 
H23 


0.0 


0.0 


Brain (fetal) 


0.0 


0.0 


Lung ca. NCI- 
H460 


0.0 


0.0 


Brain 

(Hippocampus) 
Pool 


0.0 


0.0 


Lung ca, 
HOP-62 


0.0 


0.0 


Cerebral Cortex 
Pool 


0.0 


0.0 


Lung ca. NCI- 
H522 


0.0 


0.0 


Brain (Substantia 
niera^ Pool 


0.0 


0.0 


Liver 


0.0 


0.0 


Brain (Thalamus) 
Pool 


4.3 


a n 
u.u 


Fetal Liver 


U.u 


0 0 


Brain (whole) 


0.0 


0.0 


HepG2 


o.u 


u.u 


c. : — 1 r'*,^*-A n^r\\ 


A A 

ij n 


n n 

W.W I 


Kidney Pool 


u.u 


0 0 


Adrenal Gland 


0.0 


0.0 


Fetal Kidney 


11.1 


8.5 


jPituitary gland 
Pool 


0.0 


0.0 


Renal ca. 786 

0 


0.0 


0.0 


Salivary Gland 


0.0 


0.0 


Renal ca. 
A498 


0.0 


0.0 


Thyroid (female) 


0.0 


0.0 


Renal ca. 


0.0 


0.0 iPancreatic ca. j 0.0 


0.0 
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ACHN 






CAPAN2 






Renal ca. UO- 
31 


0.0 


0.0 


Pancreas Pool 


0.0 


0.0 



Table BLD. Panel 4D 



Tissue Name 


ReL Exp.(%) 
Ag3404, Run 


Tissue Name 


Ag3404, Run 
16582S947 


Secondary Thl act 


0.0 1 


^UVEC IL-lbeta 


0.0 


Secondary Th2 act 


0.0 ] 


rluVbL LrN gamma 


0 0 


OCvuiivjcii y 1 1 A ttv/i- 


0.0 ] 


mJVEC TNF alpha + IFN 

^amma 


0.0 


Secondary Thl rest 


0.0 1 


HUVEC TNF alpha + IL4 


0.0 


Secondary Th2 rest 


0.0 


HUVECIL-11 


0.0 


Secondary Trl rest 


0 0 


Lung Microvascular EC 
none 


0.0 


Pnmary Thl act 


0 0 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


0.0 


Pnmary Tn2 act 


n 0 

xj.yj 


Microvascular Dermal EC 
none 


0.0 


Pnmary Trl act 


0 0 

U.v 


Microsvasular Dermal EC \ 
TNFalpha + IL'lbeta 


0.0 


Pnmary Thl rest 




Bronchial epithelium 
TNFalpha + lLlbeta 


0.0 


Primary Th2 rest 


0.0 


Small airway epithelium 
none 


0.0 


Primary Trl rest 


0.0 


Small airway epithelium 
TNFalpha+ IL-lbeta 


0.0 


CD45RA CD4 
lymphocyte act 


0.0 


Coronery artery SMC rest 


0.0 


CD45RO CD4 
lymphocyte act 


0.0 


Coronery artery SMC 
TNFalpha + IL-lbeta 


0.0 


CDS lymphocyte act 


0.0 


Astrocytes rest 


0.0 


Secondary CDS 
Ivmnhocvte rest 


U.U 


Astrocytes TNFalpha + 
IL-lbeta 


0.0 


Secondary CDS 
lymphocyte act 


0.0 


KU-8 12 (Basophil) rest 


0.0 


CD4 lymphocyte none 


0.0 


KU-S12 (Basophil) 
PMA/ionomycin 


5.8 


2ry Thl/Th2/Trl__anti- 
CD95 CHI 1 


8.9 


CCDl 106 (Keratinocytes) 

none 


0.0 


LAK cells rest 


0.0 


CCDl 106 (Keratinocytes) 
TNFalpha + IL-lbeta 


0.0 


LAK cells IL-2 


0.0 


Liver cirrhosis 


100.0 
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LAK cells IL-2+IL-12 


0 0 Lupus kidney 


0.0 


LAK cells IL-2+IFN 
gamma 


0.0 > 

00 If 


JCI-H292 none 
rci-H292lL-4 


0.0 
OO 


LAK cells IL-2+ IL-18 

LAK cells 

PMA/ionomycin 


0.0 f 


CI-H292 IL-9 
•4CI-H292 lL-13 


0.0 
0.0 


NK Cells IL-Z rest 
Two Way MLR 3 day 


0.0 I 
0.0 1 


SICI-H292 IFN gamma 


0.0 


Two Way MLR 5 day 


0.0 1 


iPAEC none 


0.0 


Two Way MLR 7 day 


no ' 

U.U 1 


aPAECTNF alpha + IL-1 
seta 


U.U 


PBMC rest 


0.0 


Lung fibroblast none 


0.0 


PBMC PWM 


0.0 


Lung fibroblast TNF alpha 
+ lL-1 beta 


U.U 


PBMC PHA-L 


0.0 


Lung fibroblast IL-4 


0.0 


Ramos (B cell) none 


0.0 


Lung fibroblast lL-9 


0.0 


Ramos (B cell) 
ionomycin 


0.0 


Lung fibroblast IL-13 


0.0 


B lymphocytes PWM 


0.0 


Lung fibroblast IFN 
gamma 


0.0 


B lymphocytes CD40L 
and IL-4 


0.0 


Dermal fibroblast 
CCD 1070 rest 


0.0 


EOL-l dbcAMP 


0.0 


Dermal fibroblast 
CCD1070 TNF alpha 


0.0 


EOL-1 dbcAMP 
PMA/ionomycin 




Dermal fibroblast 
CCD1070 IL-1 beta 


0.0 


Dendritic cells none 


U.U 


Dermal fibroblast IFN 
gamma 


U.U 


jOendritic cells LPS 


1 0.0 


Dermal fibroblast IL-4 


3.9 


Dendritic cells anti- 
CD40 


0.0 


BD Colitis 2 




Monocytes resi 


0.0 


IBD Crohn's 


4.0 


Monocytes LP!^ 


0.0 


Colon 


5.5 


Macropnages rest 


0.0 


Lung 


3.1 


Macrophages LPS 


0.0 


Thymus 


0.0 


HUVEC none 


U.U 


Kidney 


0 0 


HUVEC starved 


0.0 







CNS neurodegeneration.vl.O Summary: Ag3398/Ag3404 Expression of the CG59222-01 
gene is low/undetectable (CT values > 35) across the samples in this panel. (Data not shown.) 

General screeningjanel vl.4 Summary: Ag3398/Ag3404 Two experiments with two 
different'probe and primer sets produce results that are in excellent agreement, with significant 
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expression of the CG59222-01 gene exclusively in a lung cancer cell line sample (CT = 33.8). 
Therefore, expression of th.s gene may be used to this sample from other samples on this panel 
and as a marker for lung cancer. Furthermore, therapeutic modulation of the activity of the 
GPCR encoded by this gene may be beneficial in the treatment of lung cancer. 

Panel 4D Summary: Ag3404 Highest expression of the CG59222-01 gene is seen in the liver 
cirrhosis sample (CT=32.65). Thus, expression of this gene could be used to differentiate 
between this sample from the other samples on this panel and as a marker to detect the 
presence of liver cirrhosis. Furthermore, expression of this gene is not detected m normal liver 
in Panel 1.4, suggesting that its expression is unique to liver cirrhosis. This gene encodes a 
putative GPCR; therefore, antibodies or small molecule therapeutics could reduce or inhibit 
fibrosis that occurs in liver cirrhdsis. In addition, antibodies to this putative GPCR could also 
be used for the diagnosis of liver cirrhosis. Ag3398 Expression of CG59222.01 gene is 
low/undetectable (CTs > 35) across all of the samples on this panel (Data not shown). 



BM. CG59220-01:GPCR 

Expression of gene CG59220-01 was assessed using the primer-probe set Ag3402, 
described in Table BMA. Results of the RTQ-PCR runs are shown in Tables BMB, BMC and 
BMD. 

Table BMA . Probe Name Ag3402 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 

NO: 


Forward 


5 ' -ctccacacacccatgtacttct-3 ' 


22 


160 


596 


Probe 


TET-5 ' -cttggatctctgccattcctctgtca-3 - 
TAMRA 


26 


201 


597 


Reverse 


[s " -aggaggttctccaacagcttag-3 ' 


22 


233 


598 



Table BMB . CNS_neurodegeneration_vl .0 



Tissue Name 


Rel. Exp.(%)Ag3402, 
Run 210349784 


Tissue Name 


Rel. Exp.(%) Ag3402, 
Run 210349784 


AD 1 Hippo 


9.0 


Control (Path) 3 
Temporal Ctx 


18.6 


AD 2 Hippo 


46.3 


Control (Path) 4 
Temporal Ctx 


56.6 


AD 3 Hippo 


8.8 


IaD 1 Occipital Ctx 


21.6 


AD 4 Hippo 


24.1 


|aD 2 Occipital Ctx 


0.0 
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[Missing) 






AH S Hinnn 




52.9 


AD 3 Occipital Ctx 


15.0 


AFi ^ Hinnn 


39.2 


AD 4 Occipital Ctx | 




48.0 


Control 2 Hippo 




41.8 


AD 5 Occipital Ctx 


56.3 


Conlrol 4 Hippo 


18.2 


An Orrinital Ctx 


31.4 


Control (Path) 3 
Hippo 


13.7 


Control 1 Occipital 


14.4 


AD 1 Temporal Ctx 


27.4 


Control 2 Occipital 

rtx 


55.5 


AD 2 Temporal Ctx 


57.0 


Control 3 Occipital 


42.3 


AD 3 Temporal Ctx 


10.2 


Control 4 Occipital 


21.2 


AD 4 Temporal Ctx 


54.3 


Control (Path) 1 

Orrinital Ctx 


100.0 


AD 5 Inf Temporal 
Ctx 


42.9 


Control (Path) 2 
Orrinital Ctx 


27.7 


AD 5 Sup Temporal 

Ctx 


28.7 


Control (Path) 3 
Orrinital Ctx 


9.0 


AD 6 Inf Temporal 
Ctx 


41,8 


Control (Path) 4 

Orrinital Ctx 


34.2 


AD 6 Sup Temporal 
Ctx 


51.4 


Control 1 Parietal 
rtx 

lA 


23.5 


Control 1 Temporal 
Ctx 


18.2 


Control 2 Parietal 
Ctx 


28.5 


Control 2 Temporal 
Ctx 


43.2 


Control 3 Parietal 
rtx 


29.5 


Control 3 Temporal 

Ctx 


32.8 


Control (Path) 1 

Parietal Ctx 


99.3 


Control 3 Temporal 
Ctx 


20.0 


Control (Path) 2 

Parietal Ctx 


46.7 


Control (Path) 1 
Temporal Ctx 


87.1 


Control (Path) 3 


12.0 


Control (Path) 2 
Temporal Ctx 


60.3 


Control (Path) 4 
Parietal Ctx 


82.4 


I'abie BMC. Genera 


il_screening_paiicl_v 1 .4 


Tissue Name 


Rel. Exp.(%) Ag3402, 
Run 216823314 


Tissue Name 


Rel. Exp.(%) Ag3402, 
Run 216823314 


Adipose 


14.7 


Renal ca. TK-10 


2.5 


Melanoma* 
Hs688(A).T 


10.1 


Bladder 


28.7 


Melanoma* 
Hs688(B).T 


1.4 


Gastric ca. (liver met.) 
NCI-N87 


17.9 
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Melanoma* M14 


no c 


iastric ca KATO III 


0.7 


Melanoma* 
LOXIMVI 


0.8 C 


:olon ca. SW-948 


0.0 


Melanoma* SK- 
MEL-5 


2.1 C 


:olon ca. SW480 


1.7 


Squamous cell 
carcinoma SCC-4 | 


( 

2.9 ; 


"olon ca * (SW480 
net) SW620 


1 O 

1.0 


Testis Pool 


0^ 0 ( 


""olonca HT29 


1.3 


Prostate ca.* (bone 
met) rC-j 


1.2 ( 


:olon ca. HCT-116 


0.0 


rrosiaie rooi 


16.0 < 


"olon ca. CaCo-2 


0.7 


Placenta 


1.3 < 


3olon cancer tissue 


7.4 


Utems Pool 


1 ^ A ( 

1 J.O ^ 


rolonca SW1116 


0.0 


Ovarian ca. 
OVCAR-3 


3.1 


Colon ca. Colo-205 


0.0 


Ovarian ca. SK-OV- 
3 


6.0 


Colon ca. SW-48 


0.0 


Ovarian ca. 
OVCAR-4 


0.6 


Colon Pool 


49.7 


Ovarian ca. 
OVCAR-5 


2.9 


Small Intestine Pool 


53.6 


Ovarian ca. IGROV- 
1 


1.6 


Stomach Pool 


15.8 


Ovarian ca. 


1.6 


Bone Marrow Pool 


14.5 


Ovary 


48.3 


Fetal Heart 


9.1 


Breast ca. MCF-7 


u.o 


Heart Pool 


39.5 


Breast ca. MDA- 


0.0 


Lymph Node Pool 


39.2 


ijreasi ca. d i j^y 


2.4 


Fetal Skeletal Muscle 


5.8 


oreasi ca. i** / u 


1.3 


Skeletal Muscle Pool 


47.6 


Breast ca. MDA-N 


0.4 


Spleen Pool 


22.2 


Breast Pool 


3 1.0 


Thvmus Pool 


12.9 


Trachea 


5.9 


CNS cancer (glio/astro) 
IIR7-MG 


0.8 


Lung 


16.6 


rMQ ranrpr <'Hin/astro'^ 

..^ V« ' 

IJ-118-MG 




Fetal Lung 


30.8 


CNS cancer 

(^neuro met) SK-N-AS 


1.5 


Lungca. NCI-N417 


0.0 


CNS cancer (astro) SF- 
539 


0.0 


Lung ca. LX-1 


9.7 


CNS cancer (astro) 
SNB-75 


1.1 


Lungca. NCI-H146 


0.0 


CNS cancer (glio) 
SNB-19 


l.l 
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Lungca.SHP-77 


0.6 


CNS cancer (eHo) SF- 
295 


A 1 

4.1 




0.6 


Brain (Amygdala) Pool 


28.1 


Lungca. NC1-H526 


0.0 


Brain (cerebellum) 


35.1 


Lung ca. NCI-H23 




Brain ( fetal) 


12.3 


Lungca. NC1-H460 


0.9 


Brain (Hippocampus) 
Pool 


39.0 


Lung ca, HOP-62 


L6 Cerebral Cortex Pool 


88.9 


Lungca.NCI-H522 


1 A 


Brain (Substantia nigra) 
Pool 


43.2 


Liver 


0.0 


Brain (Thalamus) Pool 


74.2 


rClal 1-1 vci 


2.5 


Brain (whole) 


26.1 


L(l vci Lo. ricpvj^ 


0.7 


Spinal Cord Pool 


100.0 


iviuney x uui 


51.8 


Adrenal Gland 


24.1 


rcidl TSJUiicy 


16.7 


Pituitary gland Pool 


8.6 


rvCIldl La. / ou u 


0.8 


Salivary Gland 


3.2 


Renal ca. A498 


0.0 


Thyroid (female) 


8-9 


Renal ca. ACHN 


1.4 


Pancreatic ca, CAPAN2 


0.8 


Renal ca. UO-31 


1.5 


Pancreas Pool 


24.8 



Table BMP. Panel 4D 



Tissue Name 


Rel. Exp.(%) 
Ag3402, Run 
165825209 


Tissue Name 


Rel. Exp.(%) 
Ag3402, Run 
165825209 


Secondary Thl act 


0.0 


HUVEC IL-lbeta j 


3.5 


Secondary Th2 act 


0.0 


HUVEC IFN gamma 


6.5 


Secondary Trl act 


3.3 


HUVEC TNF alpha + IFN 
gamma 


15.4 


Secondary Thl rest 1 0.0 


HUVEC TNF alpha + IL4 


2.9 


S^^ndarvTh^-t 1 5.2 HUVEC IL-11 


9.0 


Secondary Trl rest 


0.0 


Lung Microvascular EC 
none 


2.7 


Primary Thl act 


5.4 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


0.0 


Primary Th2 act 


0.0 


Microvascular Dermal EC 
none 


3.0 


Primary Trl act 


0.0 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


10.7 


Primary Thl rest 


3.3 


Bronchial epithelium 
TNFalpha + ILlbeta 


18.0 


Primary Th2 rest 


5.1 


Small airway epithelium 
none 


0.0 


Primary Trl rest 


0.0 


Small airway epithelium j 79.0 
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T 


NFalpha4-IL4beta 




rD45RA CD4 
lymphocyte act 




oronery artery SMC rest 


0.0 


CD45RO CD4 
lymphocyte act 


on ^ 


:oronery artery SMC 
Walpha + IL-lbeta 


2.5 


CDS lymphocyte act 


0.0 / 


Astrocytes rest 


1 1 T 

1 i.i 


Sernndarv CDS 
lymphocyte rest 


3.0 J 


^.strocytes TNFalpha + 
L-lbeta 


75.3 


Secondary CDS 
lymphocyte act 


AH \ 
U.U ' 


ai-812 (Basophil) rest 


2.6 


CD4 lymphocyte none 


on ' 


CU-S 12 (Basophil) 
'MA/ionomycin 


6.8 


2ry Thl/Th2/Trl_anti- 
CD95 CHll 


( 

1 A 

■ 


XD1106 (Keratinocytes) 
lone 


0.0 


LAK cells rest 


U.U 


CCD 1 106 (Keratinocytes) 
TNFalpha + IL- 1 beta 


27.9 


LAK cells IL-2 


5.1 


Liver cirrhosis 


90.8 


LAK cells IL-2+IL-12 


3.0 


Lupus kidney 


C 1 Q 

51. o 


LAK cells IL-2+IFN 
gamma 




NC1-H292 none 


28.1 


LAKcellsIL-2+IL-18 


23.2 1 


NCI-H292 IL-4 | 


lU.o 


LAK cells 
PMA/ionomycin 


A A 
U.U 


NCI-H292 IL-9 


23.5 


NK Cells IL-2 rest 


6.2 


NCI-H292 IL-U 


4.8 


Two Way MLR 3 day 


12.1 


NCI-H292 IFN gamma 


10.3 


Two Way MLR 5 day 


3.1 


HPAEC none 




Two Way MLR 7 day 




HPAEC TNF alpha + IL-1 
beta 


0.0 


PBMC rest 


0.0 


Lung fibroblast none 


i.l 


PBMC PWM 


A A 

U.U 


Lung fibroblast TNF alpha 
+ IL-1 beta 


0.0 


PBMC PHA-L 


0.0 


Lung fibroblast IL-4 


0.0 


Ramos (B cell) none 


0.0 


Lung fibroblast IL-9 


0.4 


Ramos (B cell) 
ionomycin 


A A 
U.U 


T ung fibroblast IL-13 


3.2 


B lymphocytes PWM 


I 

i.o 


T or^rr TiKmHacfr TFM 

t^KXlL^ AiWAWW—— • 

gamma 




B lymphocytes CD40L 
and lL-4 


1 Q 


Dermal fibroblast 
CCD 1070 rest 


0.0 


EOL-1 dbcAMP 


A A 
U.U 


Dermal fibroblast 
CCD 1070 TNF alpha 


13.7 


EOL-1 dbcAMP 
PMA/ionomycin 


U.U 


Dermal fibroblast 
CCD 1070 IL-1 beta 


0.0 


Dendritic cells none 


6.5 


Dermal fibroblast IFN 
gamma 


0.0 
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Dendntic cells LPb 


A 1 


nprmal fihrnhlast IL-4 


6.3 


Dendntic cells anti- 


0.0 


IBD Colitis 2 


27.0 


ivionoLyicb icai 


24.8 


IBD Crohn's 


9.3 


jvionocyica l-*r O 


3.1 


Colon 


100.0 


IVlaCiUpiia^Co iwM 


4.0 


Lung 


24.7 


Macrophages LPS 


0.0 


Thymus 


59.5 


HUVEC none 


6.5 


Kidney 


27.0 


HUVEC starved 


41.2 







CNS_neurodegeneration_vl.O Summary: Ag3402 The CG59220-01 gene is expressed at 
low levels throughout the CNS, including in amygdala, substantia nigra, thalamus, cerebellum, 
cerebral cortex, and spinal cord. The GPCR family of receptors contains a large number of 
neurotransmitter receptors, including the dopamine, serotonin, a and b-adrenergic, 
acetylcholine muscarinic, histamine, peptide, and metabotropic glutamate receptors. GPCRs 
are excellent drug targets in various neurologic and psychiatric diseases. All antipsychotics 
have been shown to act at the dopamine D2 receptor; similarly novel antipsychotics also act at 
the serotonergic receptor, and often the muscarinic and adrenergic receptors as well. While the 
majority of antidepressants can be classified as selective serotonin reuptake inhibitors, 
blockade of the 5-HTlA and a2 adrenergic receptors increases the effects of these drugs. The 
GPCRs are also of use as drug targets in the treatment of stroke. Blockade of the glutamate 
receptors may decrease the neuronal death resulting from excitotoxicity; further more the 
purinergic receptors have also been implicated as drug targets in the treatment of cerebral 
ischemia. The b-adrenergic receptors have been implicated in the treatment of ADHD with 
Ritalin, while the a-adrenergic receptors have been implicated in memory. Therefore this gene 
may be of use as a small molecule target for the treatment of any of the described diseases. 

General_screeiilng_panel_vl.4 Summary: Ag3402 The CG59220-01 gene represents a 
novel G-protein coupled receptor (GPCR) with highest expression in spinal cord sample 
(rT='\] 1 7^ and moderate exoression in other samples from brain. Please see Panel 

V - / 

CNS_neurodegeneration_vl .0 for discussion of utility of this gene in the central nervous 
system. 

Low levels of expression of the CG59220-01 gene are also observed in areas outside of 
the central nervous system such as the, adipose tissue, fetal and adult heart, skeletal muscle, 
adrenal gland, pituitary gland, and thyroid suggesting the possibility of a wider role in 
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intercellular signaling. Therapeutic modulation of the expression or function of this gene may 
therefore be useftil in the treatment of metabolic disorders, including obesity and diabetes. 

Panel 4D Summary : Ag3402 The CG59220-01 gene represents a novel G-protein coupled 
receptor (GPCR) with highest expression in colon (CT=33.12). Thus expression of this gene 
can be used to distinguish these samples from other samples used in this panel. In addition, 
expression of this gene is low/undetectable (CT values > 35) in samples derived from IBD 
colitis and IBS Crohn's. Therefore, expression of this gene can be used to distinguish normal 
colon sample from the IBD colitis and IBD Crohn's sample used in this panel. 

BN. CG59218-01:GPCR 

Expression of gene CG592 18-01 v/ns assessed using the primer-probe set Ag3401, 
described in Table BNA. Results of the RTQ-PCR runs are shown in Tables BNB. 

Table BNA. Probe Name Ag3401 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 

NO: 


Forward 


5 ' -gctggctactaggtttctcctt-3 ' 


22 


447 


599 


Probe 


TET-5 ' -atcatcatgcctgtcatcctgaccag- 3 ' - 
TAMRA 


26 


470 


600 


Reverse 


5 • -ttgatgtgggtatcacagaatg-3 ' 


22 


504 


601 



Table BNB. Panel 4D 



Tissue Name 


Rel. Exp.(%) 
Ag3401, Run 
165825154 


Tissue Name 


Rel. Exp.(%) 
Ag3401, Run 
165825154 


Secondary Thl act 


2.4 


HUVEC IL-lbeta ] 


0.0 


Secondary Th2 act 


3.4 


HUVEC IFN gamma 


0.0 


Secondary Trl act 


8.4 


HUVEC TNF alpha + IFN 
gamma 


0.0 


Secondary Thl rest 


3 . 1 IHUVEC TNF alpha + 1L4 


0.0 


Secondary Th2 rest 


0.0 


HUVEC IL-11 


0.0 


Secondary Trl rest 


0.0 


Lung Microvascular EC 
none 


0.0 


Primary Thl act 


0.0 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


0.0 


Primary Th2 act 


3.1 


Microvascular Dermal EC 
none 


0.0 


jPrimary Trl act 


0.0 


Microsvasular Dermal EC 


0.0 
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1 


NFalpha + IL-lbeta 




— 

Primary Thl rest 


81 ^ 

O. 1 n 


Jronchial epithelium 
^NFalpha + ILlbeta 


0.0 


Primary Th2 rest 


00 ^ 
r 


;maU airway epithelium 
lone 


0.0 


Primary Trl rest 


3J 1 


Jmall airway epitheHum 
rNFalpha + IL-lbeta 


0.0 


CD45RA CD4 
lymphocyte act 


0 0 ( 


I^oronery artery SMC rest 


0.0 


CD45RO CD4 
lymphocyte act 


0.0 ! 


^oronery artery SMC 
FNFalpha + IL-lbeta 


0.0 


CDS lymphocyte act 


8.1 


Astrocytes rest 


5.7 


Secondary CD 8 
lymphocyte rest 


no 


Astrocytes TNFalpha + 
[L-lbeta 


0.0 


Secondary CDS 
lymphocyte act 




KU-812 (Basophil) rest 


0.0 


CD4 lymphocyte none 


0 0 

v.v 


KU-8 12 (Basophil) 
PMA/ionomycin 


0.0 


2ry Thl/Th2/Trl^anti- 
CD95 CHll 


^ 7 


CCDl 106 (Keratinocytes) 
none 


0.0 


L*/Viv ceiib real 


0.0 


CCD1106 (Keratinocytes) 
TNFalpha + IL-ibeta 


0.0 


LAK cells IL-2 


3.1 


Liver cirrhosis 


100.0 


LAK cells IL-2+IL-12 


3.2 


Lupus kidney 


0.0 


LAK cells IL-2+IFN 
gamma 


8.0 


NC1-H292 none 


0.0 


LAK cells IL-2+IL.18 


4.3 


NCI-H292 IL-4 


0.0 


LAK cells 
PMA/ionomycin 


2.1 


NCI-H292 IL-9 


0.0 


NK Cells rL-2 rest 


0.0 


NCI-H292 lL-13 


0.0 


Two Way MLR 3 day 


0.0 


NCI-H292 IFN ganmia 


0.0 


Two Way MLR 5 day 


0.0 


HPAEC none 


0.0 


Two Way MLR 7 day 


0.0 


HPAEC TNF alpha + 
beta 


0.0 


PBMC rest 


0.0 


Lung fibroblast none 


0.0 


1 

PRMP PWM 
r Diviv^ r vv ivi 


3.3 


Lung fibroblast TNF alpha 
+ IL-1 beta 


n n 


PBMC PHA-L 


0.0 


Lung fibroblast IL-4 


0.0 


Ramos (B cell) none 


1 0.0 


Lung fibroblast IL-9 


1 0.0 


Ramos (B cell) 
ionomycin 


n ft 


T ling fibroblast IL-13 


0.0 


B lymphocytes PWM 


3.4 


Lung fibroblast IFN 


0.0 


B lymphocytes CD40L 
and IL-4 


0.0 


Dermal fibroblast 
CCD 1070 rest 


2.5 
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EOL-1 dbcAMP 


0.0 


Dermal fibroblast 
rrvi 1 070 TTsIF alnha 


14.8 


EOL-1 dbcAMP 
PMA/ionomycin 


0.0 


Demial fibroblast 

^^1^1070 IT -1 hpta 


0.0 


Dendritic cells none 


6.0 


UCnilal liUIULIJaal l-l 

gamma 


0.0 


Dendritic cells LPS 




ueniidi iioiuuiooi ij-v " 


0.0 


Dendntic cells anti- 


0.0 


IBD Colitis 2 


17.1 


Monocytes resi 


0.0 


IBD Crohn's 


0.0 


Monocyies Lro 


6.1 


Colon 


0.0 


lYiacropnagcb rcai 


0.0 


Lung 


0.0 


Macrophages LPS 


0.0 


Thymus 


0.0 


HUVEC none 


0.0 


Kidney 


3.2 


HUVEC starved 


0.0 







CNS_neurodegeneration_vl.O Summary: Ag3401 Expression of the CG592 18-01 gene is 
low/undetectable (CTs > 35) across all of the samples on this panel (data not shown). 

General_screeiiing_panel_vl.4 Summary: Ag3401 Expression of the CG592 18-01 gene is 
low/undetectable (CTs > 35) across all of the samples on this panel (data not shown). This 
gene product is most similar to members of the odorant receptor subfamily of GPCRs. Based 
on analogy to other odorant receptor genes, we predict that expression of this gene may be 
highest in nasal epithelium, a sample not represented on this panel. 

Panel 4D Summary: Ag3401 Highest expression of the CG59218-01 gene is seen in the liver 
cirrhosis sample(CT=33.03). Thus, expression of this gene could be used to differentiate 
between this sample from the other samples on this panel and as a marker to detect the 
presence of liver cirrhosis. Furthermore, expression of this gene is not detected in normal liver 
in Panel 1 .4, suggesting that its expression is unique to liver cirrhosis. This gene encodes a 
putative GPCR; therefore, antibodies or small molecule therapeutics could reduce or inhibit 
r.u^^y,. iu-xi rt/^^nrc m livpr rirrhnsis Tn addition, antibodies to this putative GPCR could also 
be used for the diagnosis of liver cirrhosis. 

BO. CG59211-01: GPCR 

Expression of gene CG5921 1-01 was assessed using the primer-probe set Ag3397, 
described in Table BOA. Results of the RTQ-PCR runs are shown in Table BOB. 



Table BOA . Probe Name Ag3397 
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Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 

NO: 


Forward 


5 ' - tcacaggcatcctagacttgac-3 ' 


22 


Mj 




Probe 


T'TTT' c ' - 1" r* A t"at" npt" A fa t* o t" t" aatac toaaacica ~ 3 ' ~ 
TAMRA 


29 




603 


Reverse 


5 ' -tttcttgatgctatgctcaaca-3 ' 


22 


705 


604 



Table BOB . General_screening_panel_vl.4 



Tissue Name 


Rel. Exp.(%) Ag33V7, 
Run 216822307 


Tissue Name 


Rel ExD (%) A23397, 
Run 216822307 


Adipose 


0.0 1 


venal ca. iiv-iu 


0.0 


Melanoma* 
Hs688(A).T 


0.0 


Bladder 


0.0 


Melanoma* 
rlSOoo^rJ). 1 


0.0 


Ljasinc cd. v^nver iiici.^ 
KC1-N87 


0.0 


ivieianoma ivi i 


0 0 


Gastric ca. KATO III 


0.0 


Melanoma* 
LOXIMVI 


0.0 


Colon ca. SW'948 


0.0 


Melanoma* SK- 
MEL-5 


0.0 


Colon ca. SW480 


0.0 


Squamous cell 
carcinoma SCC-4 


0.0 


Colon ca * (SW480 
met) SW620 


0.7 


Testis Pool 


0 0 


Colon ca. HT29 


0.0 


Prostate ca.* (bone 
met) 


0.0 


Colon ca. HCT-116 


0.0 


Prostate Pool 


0.0 


Colon ca. CaCo-2 


0.0 


Placenta 


0.0 


L/OiOn cancer iissut 


0.0 


Uterus Pool 


0.0 


Colon ca. SW1116 


0.0 


Ovarian ca. 
OVCAR-3 


0.0 


Colon ca. Colo-205 


0.0 


Ovarian ca, SK-OV- 
3 


0.0 


Colon ca. SW-48 


0.0 


\jvariaii wd, 
OVCAR-4 


0.0 


Colon Pool 


U.O 


Ovarian ca. 
OVCAR-5 


n n 


Qmul) Intpctinp Pnnl 


0.0 


Ovarian ca. IGROV- 
1 


0.0 


Stomach Pool 


0.0 


Ovarian ca. 
OVCAR-8 


0.0 


Bone Marrow Pool 


0.0 


Ovary 


0.0 


Fetal Heart 


0.5 


Breast ca. MCF-7 


0.0 


Heart Pool 


0.5 


Breast ca. MDA- 
MB-231 


0.0 


Lymph Node Pool 


0.0 
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PCT/IS02/06'JOX 


Breast ca. BT 549 


0.0 ] 


Fetal Skeletal Muscle 


0.0 


Breast ca. T47D 


0.0 ! 


Skeletal Muscle Pool 


0.0 


Breast ca. MDA-N 


0.0 


Spleen Pool 


0.0 


Breast Pool 


0.6 


rhymus Pool 


0.0 


Trachea 


u.u 


CNS cancer (glio/astro) 
U87-MG 


0.0 


Lung 


U.U 


CNS cancer (glio/astro) 
U-118-MG 


0.0 


Fetal Lung 


A A 

U.U 


CNS cancer 
(neuro;met) SK-N-AS 


0.8 


Lungca.NCI-N417 


A A 
U.U 


CNS cancer (astro) SF- 

539 


0.0 


Lungca. LX-1 


A A 
U.U 


CNS cancer (astro) 
SNB-75 


0.0 


Lungca.NCI-H146 


2.0 


CNS cancer (glio) 
SNB-19 


0.0 


Lung ca. SHP-77 


100.0 


CNS cancer (glio) SF- 

295 


0.0 


Lung ca. A549 


0.0 


Brain (Amygdala) Pool 


0.0 


Lung ca. NCI-H526 


0.0 


Brain (cerebellum) 


0.0 


Lungca. NCI-H23 


0.0 


Brain (fetal) 


0.0 


Lung ca. NCI-H460 


A A 
0.0 


Brain (Hippocampus) 
Pool 


0.0 


Lungca. HOP-62 


0.0 


Cerebral Cortex Pool 


0.0 


Lung ca. NCI-H522 


0.0 


Brain (Substantia nigra) 
Pool 


0.0 


Liver 


0.0 


Brain (Thalamus) Pool 


0.0 


Fetal Liver 


0.0 


Brain (whole) 


0.9 


Liver ca. HepG2 


0.0 


Spinal Cord Pool 


0.0 


Kidney Pool 


0.9 


Adrenal Gland 


0.0 


Fetal Kidney 


3.3 


Pituitary gland Pool 


0.0 


Renal ca. 786-0 


0.0 


Salivary Gland 


0.0 


Renal ca. A498 


0.0 


Thyroid (female) 


0.0 


Renal ca. ACHN 


0.0 


Pancreatic ca. CAPAN2 


0.0 


Renal ca. UO-31 


0.0 


jPancreas Pool 


0.0 



CNS_neurodegeneration_vl.O Summary: Ag3397 Expression of the CG59211-01 gene is 
low/undetectable (CT values > 35) across the samples in this panel. (Data not shown.) This 
gene encodes a G protein-coupled receptor (GPCR), a type of cell surface receptor involved in 
signal transduction. It is most similar to members of the odorant receptor subfamily of GPCRs. 
Based on analogy to other odorant receptor genes, we predict that expression of this gene may 
be highest in nasal epithelium, a sample not represented on this panel. 
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GeneraLscreening_paneLvl.4 Summan-: Ag3397 Significant expression of the €059211- 
01 gene is seen exclusively in one of the lung cancer sample (CT = 32.29). Therefore, 
expression of this gene may be used to distinguish this sample from other samples on this 
panel and as a marker for lung cancer. There is an increasmg awareness that some GPCRs can 
regulate proliferative signaling pathways and that chronic stimulation or mutational activation 
of receptors can lead to oncogenic transformation. Activating mutations in GPCRs are 
associated with several types of human tumors and some receptors exhibit potent oncogenic 
activity due to agonist overexpression (Whitehead et al., 2001). Therefore, therapeutic 
modulation of the activity of the GPCR encoded by this gene may be beneficial in the 
treatment of lung cancer. 



References: 

1. Whitehead IP, Zohn IE, Der CJ. (2001) Rho GTPase-dependent transformation by 
G protein-coupled receptors. Oncogene 2001 Mar 26;20(1 3): 1547-55 

Panel 4D Summary: Ag3397 Expression of the CG59211-01 gene is low/undetectable (CT 
values > 35) across the samples in this panel. (Data not shown.) 

BP. CG59276-01: Dihydroorotate dehydrogenase 

Expression of gene CG59276-01 was assessed using the primer-probe set Ag3524, 
described in Table BP A. Results of the RTQ-PCR runs are shown in Tables BPB. BPC, BPD, 
BPE and BPF. 

Table BPA. Probe Name Ag3524 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 

NO: 


Forward 


5 ' -ttcaggcactgttctttgactt-3 ' 


22 


1439 


605 


Probe 


TAMRA 


26 


1 AH'^ 


606 


Reverse 


5 • -tgagggagtggtaacactgtgt-3 ' 


22 


1498 


607 



Table BPB . CNS_neurodegeneration_vl.O 



Tissue Name 


Rel. Exp.(%) Ag3524, 
Run 206915926 


Tissue Name 


Rel. Exp.(%) Ag3524, 
Run 206915926 


AD 1 Hippo 


26.8 


Control (Path) 3 


18.9 
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1 

. 


"pmnnral CtX 




AD 2 Hippo 


( 

30.8 


:ontrol (Path) 4 
remporal Ctx 


51.4 


AD 3 Hippo 


ZD. J \i 


\D 1 Occipital Ctx | 37.1 


AD 4 Hippo 


38.2 j 


\D 2 Occipital Ctx 
Missing) 


0.0 


AD 5 Hippo 1 77.4 ^ )- 


AD 3 Occipital Ctx 


16.5 


AD 6 Hippo 


83.5 1^ 


AD 4 Occipital Ctx 


40.9 


Control 2 Hippo 


43.8 1 


AD 5 Occipital Ctx 


33.9 


r^r^nfrnl A T-Tinnf) 


20.6 


AD 6 Occipital Ctx 


17.0 


Control (Path) 3 


17.6 


Control 1 Occipital 

Ctx 


6 3 


AD 1 Temporal Ctx 


37.1 


Control 2 Occipital 
Ctx 


74 7 


AD 2 Temporal Ctx 


31.2 


Control 3 Occipital 
Ctx 


22 1 


AD 3 Temporal Ctx 


6.5 


Control 4 Occipital 
Ctx 


25.7 


AD 4 Temporal Ctx 


79.6 


Control (Path) 1 
Occipital Ctx 


89.5 


AD 5 Inf Temporal 


97.9 


Control (Path) 2 
Occipital Ctx 


18.4 


AD 5 Sup Temporal 
rtv 


56.3 


Control (Path) 3 
Occipital Ctx 


11 2 


AD 6 Inf Temporal 


100.0 


Control (Path) 4 
Occipital Ctx 


24 8 


AD 6 Sup Temporal 


66.9 


Control 1 Parietal 
Ctx 


26.8 


Control 1 Temporal 

lA 


10.6 


Control 2 Parietal 
Ctx 


68 3 


Control 2 Temporal 
Ctx 


13.4 


Control 3 Parietal 
Ctx 


28 1 


Control 3 Temporal 
Ctx 


25.9 


Control (Path) 1 
Parietal Ctx 


58.6 


Control 3 Temporal 

Ctx 


36.6 


Control (Path) 2 
jParietal Ctx 


51.4 

I 


Control (Path) 1 
Temporal Ctx 


80.7 


Control (Path) 3 
Parietal Ctx 


6.9 


Control (Path) 2 
Temooral Ctx 


76.8 


Control (Path) 4 
Parietal Ctx 


54.7 


Table BPC. General screening_paneLvl.4 


Tissue Name 


Rel. Exp.(%) Ag3524, 
Run 213390931 


Rel. Exp.(%) Ag3524, 
Tissue Name 213390931 
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Adipose 



Melanoma* 
Hs688(A).T 



Melanoma* 
Hs688(B).T 



Melanoma* MU 



Melanoma* 
LOXIMVl 



Melanoma* SK- 
MEL-5 



Squamous cell 
carcinoma SCC-4 



PCT/1;S«2/0(.9(I8 



6.2 



Renal ca. TK-10 



3.1 



9.2 



0.9 



Bladder 



Gastric ca. (liver met.) 
NCI-N87 



Gastric ca. KATO III 



0.4 



Colon ca. SW-948 



0.7 



0.0 



Colon ca. SW480 



Colon ca.* (SW480 
met) SW620 



9.3 



22.1 



24.8 



0.0 



1.2 



4.2 



10.5 




Ovanan ca. bK-UV- 
3 


11.7 ( 


:olon ca. SW-48 


1 7 


Ovarian ca. 
OVCAR-4 


0.2 < 


3olon Pool 


12.6 


Ovarian ca. 
OVCAR-5 


8.5 


Small Intestine Pool 


20.9 


Ovarian ca. IGROV- 
1 


2.5 


Stomach Pool 


13.2 


Ovarian ca. 
OVCAR-8 


4.1 


Bone Marrow Pool 


8.7 


Ovary 


15.3 


Fetal Heart 


9.5 


Breast ca. MCF-7 


3.4 


Heart Pool 


11.3 


Breast ca. MDA- 
MB-231 


3.1 


Lymph Node Pool 


27.2 


Breast ca. BT 549 


23.5 


Fetal Skeletal Muscle 


9.1 


Breast ca. T47D 


in <: 


<;Vplptpl Muscle Pool 

^ 


6.7 


Breast ca. MDA-N 


0.3 


Spleen Pool 


8.9 


Breast Pool 


25.2 


Thymus Pool 


18.2 


Trachea 


12.6 


CNS cancer (glio/astro) 
U87-MG 


8.7 


Lung 


13.3 


CNS cancer (glio/astro) 
U-118-MG 


7.5 


Fetal Lung 


41.8 


CNS cancer 
(neuro;met) SK-N-AS 


21.3 



832 
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Lung ca. iNi^i-i>»*+i / 


0.0 ' 


:NS cancer (astro) SF- 
539 


2.4 


Lung ca. LX-1 


( 

32.1 


:NS cancer (astro) 
:>NB-75 


97.9 


Lung ca. NCI-H146 


1.4 


CNS cancer (glio) 
SNB-19 


3.0 


I une ca SHP-77 


2.3 

C A 


CNS cancer (glio) SF- 

Rrain f AmVpdala^ Pool 


26.1 


Lung ca. A549 
Lungca.NCI-H526 


D.4 1 

0.4 


Brain (cerebellum) 


33.0 


Lungca. NCI-H23 


100.0 


Brain (fetal) 


25.5 


Lung ca. NCI-H460 


7.9 


Brain (Hippocampus; 
Pool 


7.5 


Lungca.HOP-62 


4.2 


Cerebral Cortex rooi 


7.7 


Lung ca. NCI-H522 


1.4 


Brain (bubstanua nigra; 

Pnni 


5.8 


Liver 


1 A 


terain ^Thalamus) Pool 


11.7 


Fetal Liver 






9.5 


Liver ca. HepG2 




Isninal Cord Pool 


10.5 


Kidney Pool 


4U.3 


AHrpnal Gland 


9.1 


Fetal Kidney 


ylA 1 
40. I 


Pihiitarv eland Pool 


2.0 


Renal ca. 786-0 


1 0 Q 


Caiivarv Ciland 


8.3 


Renal ca A498 


3.4 


Thyroid (female) 


2.5 


Renal ca. ACHN 


5.4 


Pancreatic ca. CAPAN2 


I 9.3 


Renal ca.UO-31 


7.2 


Pancreas Pool 


20.9 



Table BPD. Panel 2D 



Tissue Name 


Rel. Exp.(%) 
Ag3524, Run 
169590472 


Tissue Name 


Rel. Exp.(%) 
Ag3524, Run 
169590472 


Normal Colon 


28.1 


Kidney Margin 
8120608 


1.8 


CC Well to Mod Diff 
fOD03866) 


2.4 


Kidney Cancer 
8120613 

_ r, ■ ■ 


2.7 


1^ ^ . — — ■ — ' 

CC Margin (0D03 866) 


1.4 


Kidney Margin 
8120614 


8.0 


CC Gr.2 rectosigmoid 
(OD03868) 


3.5 


Kidney Cancer 
9010320 


6.0 


CC Margin (OD03868) 


1.1 


Kidney Margin 
9010321 


11.7 


CC Mod Difr(ODO3920) 
CC Margin (ODO3920) 
CC Gr.2 ascend colon 


9.9 
6.0 
12.3 


Normal Uterus 
Uterus Cancer 064011 
Normal Thyroid 


4.8 
2.3 
6.6 
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(OD03921) 








CC Margin (OD03921) 


3., ; 


rhyroid Cancer 
)64010 


0.5 


CC from Partial 
Hepatectomy (0004309) 
Mets 


12.8 


rhyroid Cancer 
\302152 


2.1 


Liver Marein (0004309) 


34.6 


rhyroid Margin 


9.2 


Colon mets to lung 
(OD04451-01) 


12.2 1 


Normal Breast 


13.6 


Lung Margin (OD04451- 
02) 


2.9 


Breast Cancer 

fr\T\C\A ^fs.f^\ 

UJJUHjOOj 


6.4 


Normal Prostate 6546-1 


9.9 


Breast Cancer 


9.8 


Prostate Cancer 
(OD04410) 


16.6 


Breast Cancer Mets 
(OD04590-03) 


14.0 


Prostate Margin 
COD04410) 


15.4 


Breast Cancer 
Metastasis 


5.3 


Prostate Cancer 
(OD04720-01) 


20.6 


Breast Cancer 064006 


11.2 


Prostate Margin 
(OD04720-02) 


16.6 


Breast Cancer 1024 


31.6 


Normal Lune 061010 


27.2 


Breast Cancer 

y 1 UUZOO 


8.0 


Lung Met to Muscle 
(OD04286) 


3.5 


Breast Margin 


4.6 


Muscle Margin 
(OD04286) 


6.7 


Breast Cancer 


4.1 


Lung Malignant Cancer 
(OD03126) 


3.7 


oreast Margm 
A209073 


8.4 


Lung Margm (UUUilzo) 


in ?, 


Normal Liver 


100.0 


T r^^^^^^ frw\C\A AC\A\ 

Lung Cancer (UDU44U4) 


A 1 


Liver Cancer 064003 


44.4 


Lung Margin (OD044U4) 


HO 


Liver Cancer 1025 


47.0 


Lung Cancer (OD04565) 


0.9 


Liver Cancer 1026 


0.9 


Lung Margin (OD04565) 


8.5 


over L^dnLci uuv*t 1 


59.5 


Lung Cancer (0004237- 
01) 


13.2 


T 

Liver Tissue 6004-N 


6.6 


Lung Margin (OD04237- 
02) 


4.5 


Liver Cancer 6005-T 


1.5 


Ocular Mel Met to Liver 
(00043 10) 


6.7 


Liver Tissue 6005-N 


0.5 


L/iver ividrgiii \\ju\j^j i 


1 6 7 


Normal Bladder 


21.5 


Melanoma Mets to Lung 
(OD04321) 


3.9 


Bladder Cancer 1 023 


0.9 
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Lung Margin (OD04321) 


4.7 


Bladder Cancer 
A 302 173 


5.9 


Normal Kidney 


35.8 


Bladder Cancer 
(OD047 18-01) 


5.5 


Kidney Ca, Nuclear grade 
2 (OD04338) 


18.0 


Bladder Normal 
Adjacent (OD047 18- 


6.5 


Kidney Margin 

(OD04338) 


14.1 


Normal Ovary 


4.5 


Kidney Ca Nuclear grade 
1/2 (OD04339) 


13.7 


Ovarian Cancer 
064008 


3.7 


Kidney Margin 
(OD04339) 


9.9 


Ovarian Cancer 
r'OD04768-07'k 


11.0 


Kidney Ca, Clear cell 
type (ODU434U) 


10.8 


Ovary Margin 
COD04768-08) 


1.1 


Kidney Margin 
(OD04340) 


12.7 


Normal Stomach 


7.6 


Kidney Ca, Nuclear grade 
3 (OD04345) 


0.5 


Gastric Cancer 
Q060358 


3.3 


Kidney Margin 

//^T\A A A 0\ 

(OD04348) 


10.6 


Stomach Margin 
9060359 


4.0 


Kidney Cancer 
(OD04o22-l)l) 


0.9 


Gastric Cancer 
9060395 


8.2 


Kidney Margin 
(OD04622-03) 


1.6 


Stomach Margin 
9060394 


5.5 


Kidney Cancer 

//^TN A A A C f\ A 1 \ 

(OD04450-01) 


4.2 


Gastric Cancer 
9060397 


3.8 


Kidney Margin 
fOD04450-03) 


5.4 


Stomach Margin 

9060396 


0.9 


Kidney Cancer 8120607 


1.0 


Gastric Cancer 
064005 


14.5 



Table BPE . Panel 4D 



Tissue Name 


Rel. Exp.(%) 
Ag3524, Run 
166445583 


Tissue Name 


Rel. Exp.(%) 
Ag3524, Run 
166445583 


Secondary Thl act 


13.9 


HUVEC IL-lbeta 


2.4 


Secondary Th2 act 


17.1 


HUVEC IFN gamma 


16.4 


Secondary Trl act 


15.4 


HUVEC TNF alpha + IFN 
gamma 


4.8 


Secondary Thl rest 


36.6 


HUVEC TNP alpha + IL4 


3.8 


Secondary Th2 rest 


19.1 


HUVECIL-11 


6.1 


Secondary Trl rest 


28.7 


Lung Microvascular EC 
none 


9.2 
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Primary Thl act 


10.2 I, 


.ung Microvascular EC 
^\rpQlnVia + TT -Ibeta 


5.0 


Primary Th2 act 


^ 

18.2 

r 


Microvascular Dermal EC 
lone 


14.5 


Primary Trl act 


^ 

28.5 , 


4icrosvasular Dermal EC 

rvrPoiriViQ 4- IT -Iheta 
iNraipna • ii^ i utia 


10.4 


Primary Thl rest 


100.0 ! 


Bronchial epithelium 
rMFalnha + TT Thcta 


6.1 


Primary Th2 rest 


< 

42.3 ; 

] 


imall airway epithelium 
lone 


3.3 


Primary Trl rest 


( 

35.8 : 


Small airway epithelium 


29.3 


CD45RA CD4 
lymphocyte act 


14.6 « 


Coronery artery SMC rest 


5.6 


CD45RO CD4 
lymphocyte act 


28.7 


uoronery <uiciy oiviv_. 
TNFalpha + IL-lbeta 


3.4 


CDS lymphocyte act 


ITT 

17. / 




12.1 


Secondary CDS 
lymphocyte rest 


23.7 


Astrocytes TNFalpha + 

]Xj~ 1 DCld 


11.5 


Secondary CDS 
lymphocyte act 


12.7 


KU-8 12 (Basophil) rest 


23.2 


CD4 lymphocyte none 


22.2 


KU-8 12 (Basophil) 
r ivi/vionuiiiywiii 


37.1 


2ry Thl/Th2/Trl_anti- 
CD95 CHll 


39.5 


CCDl 106 (Keratinocytes) 
none 


5.0 


LAK cells rest 


17.9 


pr'T^I 10^^ ^'TCeratinocvtes^ 
TNFalpha + IL-lbeta 


41.5 


LAK cells IL-2 


41.2 


Liver cirrhosis 


37.9 


LAK cells IL-24-IL-12 


31.0 


Lupus Kluncy 


21.8 


LAK cells IL-2+IFN 
gamma 


47.0 


NCI-H292 none 


25.0 


LAK cells IL-2+ IL-IS 


A A 0 

44.0 


\rPT-14907 IT -4 


21.3 


LAK cells 
PMA/ionomycin 


5.3 


NCI-H292 IL-9 


21.6 


NK. Cells i^L-i rest 


17 8 


1NCI-H292 IL-13 


9.2 


Two Way MLR 3 day 


47.6 


|NC1-H292 IFN gamma 


1 10.6 


Two Way MLR 5 day 


1 T A 

13.U 




1 10.5 


Two Way MLR 7 day 


18.8 


MP Apr TNF alnha + IL-1 
beta 


4.0 


PBMC rest 


7.6 


Lung IlDrODldal IIUIIC 


30.4 


PBMC PWM 


24.7 


T lino fihrnhlaQt TMF a1t)h£ 

+ IL-l beta 


^ 24.3 


PBMC PHA-L 


4.9 


Lung fibroblast IL-4 


23.8 


Ramos (B cell) none 


19.5 


Lung fibroblast IL-9 


14.6 


Ramos (B cell) 


10.7 


Lung fibroblast IL-13 


1 17.1 
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ionomycin 1 

U Ivmnhncvtes PWM 


1 

22.8 ' 

1 


Lung fibroblast IFN 

^arnnid 


24.1 


B lymphocytes CD40L 
and IL-4 


40.1 


Dermal fibroblast 
rrni 070 rest 


20.3 


PHI -1 dbcAMP 


15.9 


Dermal fibroblast 
rrrn 070 TMF aloha 


22.4 


EOL-1 dbcAMP 
PMA/ionomycin 


11.7 


Dermal fibroblast 
rTril070 TT - I beta 


0.6 


Dendritic cells none 


22.2 


rvprmal fihrnblast EFN 

gamma 


10.6 


Dendritic cells LPS 


14.5 


r^^sTTnol fiKrnhlast IL-4 


1 11.8 


Dendritic cells anti- 
CD40 


23.5 


IBD Colitis 2 


7.3 


Monocytes rest 




BD Crohn's 


8.0 


Monocytes LPS 


1 ^ ^ 

1 J .o 


Colon 


54.0 


iMacrophages rest 


10 2 


Lung ^ 


9,7 


jMacrophages LPS 


5.0 


Thymus 


39.5 


IhUVEC none 


17.3 


Kidney 


63.7 


HUVEC starved 


11.8 





Table BPF. Panel 5 Islet 



Tissue Name 


Rel. Exp.(%) 
Ag3524, Run 
242386392 


Tissue Name 


ReI,Exp.(%) 
Ag3524, Run 
242386392 


97457_Patient- 
02go adipose 


66.0 • 


J4709_Donor 2 AM - A_adipose 


9.0 


97476_Patient- 
07sk_skeletal muscle 


10.7 


94710_Donor 2 AM - B_adipose 


9.8 


97477_Patient- 
07ut uterus 


9.4 


9471 l_Donor 2 AM - C_adipose 


8.1 


97478_Patient- 
07pl_placenta 


7.8 


94712_Donor 2 AD - A_adipose 


17.8 


991 67_Bayer Patient I 


10.2 


94713 Donor 2 AD - B_adipose 


27.0 


97482_Patient- 
08ut uterus 


0.0 


I 

94714_Donor 2 AD - C_adipose 




97483_Patient- 
08pl placenta 


0.0 


94742_Donor 3 U - 

A Mesenchymal Stem Cells 


0.0 


97486_Patient- 
09sk skeletal muscle 


0.0 


94743_Donor 3 U - 

B Mesenchymal Stem Cells 


0.0 


97487_Patient- 
09ut uterus 


0.0 


94730_Donor 3 AM - A_adipose 


16.8 


97488_Patient- 
09plj)lacenta 


17.0 


94731_Donor 3 AM - B_adipose 


7.8 
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97492_,Patient- 
lOut uterus 


28.1 


94732_Donor 3 AM - C_adipose 


18.0 


97493_Patient- 
10pl_placenta 


25.3 


94733_Donor 3 AD - A_adipose 


0.0 


97495_Patient- 
11 go adipose 


61.6 


94734_Donor 3 AD - B_adipose 


0.0 


97496_Patient- 
llsk skeletal muscle 


28.5 


94735_Donor 3 AD - C_adipose 


18,9 


97497_Patient- 
llut uterus 


16.2 


77 1 38_Liver_HepG2untreated 


15.8 


97498_Patient- 
llpl_placenta 


5.0 


73556_Heart_Cardiac stromal 

ecus {JpniudTy) 


9.7 


97500_Patient- 
12go_adipose 


100.0 


8 1735_Small Intestine 


62.9 


97501_Patient- 
12sk skeletal muscle 


42.6 


72409_Kidney_Proximal 
v_/Onvoiuieu i uuuic 


24.0 


97502_Patient- 
12ut uterus 


41.8 


82685_Small intestine_Duodenum 


32.8 


97503_Patient- 
12pl_placenta 


0.0 


90650_Adrenal_Adrenocortical 
adenoma 


0.0 


94721_Donor2U- 
A Mesenchymal Stem 
Cells 


0.0 


72410_Kidney_HRCE 


39.8 


94722_Donor 2 U - 
B Mesenchymal Stem 

Cells 


0.0 


72411_Kidney_HRE 


21.8 


94723_Donor 2 U - 
C Mesenchymal Stem 
Cells 


0.0 


73139_Uterus_Uterine smooth 
muscle cells 


8.1 



CNS_neurodegeneration_vl.O Summary: Ag3524 No differential expression of the 
CG59276-01 gene is detected between Alzheimer's diseased postmortem brains and those of 
non-demented controls in this experiment. However, as observed in panel 1 .4 this gene is 
expressed at low levels throughout the CNS, including in amygdala, substantia nigra, 
thalamus, cerebellum, cerebral cortex, and spinal cord. Therefore, this gene may play a role in 
central nervous system disorders such as Parkinson's disease, epilepsy, multiple sclerosis, 
schizophrenia and depression. 

General_screening_panel_vl.4 Summary: Ag3524 Expression of the CG59276-01 gene is 
highest in a sample derived from a brain and lung cancer cell lines (CTs = 29). Thus, the 
expression of this gene could be used to distinguish these samples from the other samples in 
the panel. The CG59276-01 gene encodes a dihydroorotate dehydrogenase (DHODH) 
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homolog. DHODH is an enzyme involved in the pathway for pyrimidine production. Drugs 
known to inhibit DHODH activity, such as brequinar sodium (Dup-785), have been shown to 
have anti-tumor activities (ref. 1 ). Therefore, therapeutic modulation of the activity of this 
gene encoded by this gene may be beneficial in the treatment of CNS and lung cancer. In 
addition, low to moderate expression of this gene is seen in all of the samples on this panel. 
Therefore, this gene may be playing an important role in cellular function. 

This gene is expressed at low to moderate levels m a number of tissues with metabolic 
or endocrine function, including adipose, adrenal gland, gastrointestinal tract, pancreas, and 
skeletal muscle. Therefore, therapeutic modulation of the activity of this gene may prove 
useful in the treatment of endocrine/metabolically related diseases, such as obesity and 
diabetes. 

Recently, it has been demonstrated that down regulation of DHODH mRNA using 
RNA interference (RNAi) may inhibit growth of Plasmodium falciparum (ref 2). 

References: 

1. Braakhuis BJ, van Dongen GA, Peters GJ, van Walsum M, Snow GB (1990) 
Antitumor activity of brequinar sodium (Dup-785) against human head and neck squamous 
cell carcinoma xenografts. Cancer Lett 49(2): 133-7. 

2. McRobert L, McConkey GA.(2002) RNA interference (RNAi) inhibits growth of 
Plasmodium falciparum. Mol Biochem Parasitol 1 19(2):273-8 

Panel 2D Summary: Ag3524 The expression of this gene appears to be highest in a sample 
derived from a normal liver tissue (CT=30.3). In addition, there appears to be substantial 
expression in other samples derived from liver cancers and breast cancers. Thus, the 
expression of this gene could be used to distinguish normal liver tissue from other samples in 
the panel. Moreover, therapeutic modulation ot this gene, through the use of Miiall molecule 
drugs, protein therapeutics or antibodies could be of benefit in the treatment of liver or breast 
cancer. 

Panel 4D Summary: Ag3524 Highest expression of the CG59276-01 gene is detected in 
resting primary Thl cells (CT=30.03). In addition, the expression of this gene is significantly 
reduced in activated primary Thl cells, suggesting a regulatory role for this gene in T-cell 
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activation. The CG59276-01 encodes a dihydroorotate dehydrogenase, an enzyme involved m 
the pathway for pynmidine production. Recently, an inhibitor of this enzyme, leflunomide has 
been shown to be an effective treatment for rheumatoid arthntis (ref 1). Therefore, 
therapeutics designed wUh the protein encoded for by this transcript could be important in 
regulating T cell function and treating T cell mediated diseases such as asthma, rheumatoid 
arthritis, psoriasis, ED, and systemic lupus erythematosus. 

Overall, this gene is expressed at low to moderate levels in a wide range of cell types 
of significance in the immune response in health and disease. These cells include members of 
the T-cell, B-cell, endothelial cell, macrophage/monocyte, and peripheral blood mononuclear 
cell family, as well as epithelial and fibroblast cell types from lung and skin, and normal 
tissues represented by colon, lung, thymus and kidney. This ubiquitous pattern of expression 
suggests that this gene product may be involved in homeostatic processes for these and other 
cell types and tissues. This pattern is in agreement with the expression profile in 
General_screening_panel_vl.4 and also suggests a role for the gene product in cell survival 
and proliferation. 

Therefore, modulation of the gene product with a functional therapeutic may lead to 
the alteration of ftinctions associated with these cell types and lead to improvement of the 
symptoms of patients suffering from autoimmune and inflammatory diseases such as asthma, 
allergies, inflammatory bowel disease, lupus erythematosus, psoriasis, rheumatoid arthntis, 
and osteoarthritis. 

Reference: 

1. Schattenkirchner M. (2000) The use of leflunomide in the treatment of rheumatoid 
arthritis: an experimental and clinical review. Immunophannacology 47(i-3):291-8 

Panel 5 Islet Summary: Ag3524 This gene has a low level of expression in adipose tissue 
(CTs=33-35). Thus, this gene product maybe a small molecule drug for the treatment of 
obesity and obesity-related diseases, including Type 2 diabetes. 

BQ. CG59268-01: KIAA2372 

Expression of gene CG59268-01 was assessed using the primer-probe set Ag3523, 
described in Table BQA. Results of the RTQ-PCR nms are shown in Tables BQB and BQC. 
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Table BOA . Probe Name Ag3523 



Primers 


Sequences 


Length 

22 ; 


Start 
Position 

556 


SEQ ID 

NO: 

608 


Forward 

Probe 

Reverse 


5 ' -tactcttttggcttgatggaaa-3 ' . 

TET-5 ' -ccaacttctacgaccaggcagaaaa-3 

TAMRA . : 

Is - -gacaaagagttggtgcctcttt-3' 


25 

i 22 ^ 


578 
610 


609 
Q 610 



Table BOB . General_screening_panel_vl.4 



Tissue Name 



Rel. Exp.{%) Ag3523, 
Run 216874716 



Tissue Name 



Renal ca . TK-10 
Bladder 

Gastric ca. (liver met.) 

NCI-N87 

iGastric ca. KATO III 
Colon ca. SW-948 



Rel. Exp.(%) Ag3523, 
Run 216874716 



Squamous cell 
carcinoma SCC-4 




Ovarian ca. SK-OV- 



" Colon ca.* (SW480 
met) SW620 



Colon ca.HCT- 116 

C olon ca. CaCo-2 
Col on cancer tissue 
Colon ca. SW1116 

Colon ca. Colo-205 
Colon ca. SW-48 



Ovarian ca. IGROV- 



Small Intestine Pool 



Stomach Pool 



Bone Marrow Pool 
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Breast ca. MCF-7 


O.U 1 


Joorf Pool 


4.2 


Breast ca, MDA- 

MK-Z J 1 


8.8 1 


Lymph Node Pool 


0.0 




33.4 1 


Fetal Skeletal Muscle 


0.0 


OredSl Cd. 1 H / L/ 


62.9 


Skeletal Muscle Pool 


5.1 


Breast ca. MDA-N 


8.8 


Spleen Pool 


0,0 


Breast Pool 


u.u 


1 iiyjiiuo r^jvji 


0.0 


Trachea 


0.0 


CNS cancer (glio/astro) 

\JO / -IVIvJ 


9.0 


Lung 


0.0 


CNS cancer (glio/astro) 
TI-l 1 8-MG 


33.2 


Fetal Lung 


15.1 


CNS cancer 


23.5 


Lungca.NCI-N4l7 


3.5 


CNS cancer (astro) SF- 


11.0 


Lungca. LX-1 


3.7 


CNS cancer (astro) 


13.8 


Lungca. NCI-H146 


0.0 


CNS cancer (glio) 

O IN O - 1 ]7 


20.7 


Lungca. SHP-77 


11.0 


295 


30.1 


LrUng Ca, £\jHy 


6.3 


Brain (Amygdala) Pool 


0.0 


Lungca. NCI-H526 


0.0 


Brain (cerebellum) 


0.0 


Lung ca. NCI-H23 




Rr5»iti ( fpfaU 


4.5 


Lung ca. NCI-H460 


13.5 


T^rjiin ^^Hinnncamnus^ 

Dl<XlH ^iJ.ljJjJvv'aiiij^uay 

Pool 


4.6 


Lung ca. HOP-62 


A C\ 
4.U 


Pf»rpKrfll f^ortpx Pool 


0.0 


Lung ca. NCI-H522 


9.2 


Oialll \^L3UUaiaJiiia m^iaj 

Pool 


4.4 


_ — ^ — 

Liver 


4.5 


Brain (Thalamus) Pool 


0.0 


reiai L>ivcr 


0.0 


Brain (whole) 


0.0 


LjIVcf Ca. ncpvj^ 


100.0 


Spinal Cord Pool 


0.0 


PwKiney r uui 


6.5 


Adrenal Gland 


8.3 


reidi jviuiicy 


17.9 


Pituitary gland Pool 


6.6 


Ppnal r;^ 786-0 


38.7 


Salivary Gland 


16.3 


Renal ca. A498 


3.2 


Thyroid (female) 


1 A rv 
U.V 


Renal ca. ACHN 


9.0 


Pancreatic ca. CAPAN2 


16.5 


Renal ca. UO-31 


0.0 


Pancreas Pool 


11.3 



Table BOC. Panel 4D 





Rel. Exp.(%) 




Rel. Exp.(%) 


Tissue Name 


Ag3523, Run 
166407138 


Tissue Name 


Ag3523, Run 
166407138 
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Secondary Thl act 


11.3 I 


lUVEC IL-lbeta 


1.5 


Secondary Th2 act 


/. / r 


n rVFC IFN eamma 


0.0 


Secondary Trl act 




^l ]VFC TNF alpha + IFN 
;amma 


0.0 


Secondary Thl rest 


0.0 1 


lUVEC TNF alpha + IL4 


0.0 


Secondary Th2 rest 


1 7 \ 


•TllVFC lL-1 1 


5.1 


Secondary Trl rest 


1 


.ung Microvascular EC 

lUI Iv^ 


0.0 


Primary Thl act 


13.1 ' 


^ung Microvascular EC 
FTsTF^^lnha + TL-lbeta 


0.0 


Primary Th2 act 


10.8 ' 

1 


Microvascular Dermal EC 


1.0 


Primary Trl act 


7.5 


Microsvasular Dermal EC 
TNFalnha + IL- 1 beta 


1.6 


Primary Thl rest 


1.4 


Bronchial epithelium 
TMFfllnha + ILlbeta 


0.0 


Primary Th2 rest 


0.0 


Small airway epithelium 


1.0 


Primary Trl rest 


2.6 


Small airway epithelium 
TIsJFalnha + IL-lbeta 


4.4 


CD45RA CD4 
lymphocyte act 


0.0 


Coronery artery SMC rest 


0.0 


CD45RO CD4 

lymphocyte act 


8.0 


Pnronerv arterv SMC 
TNFalpha+ IL-lbeta 


0.0 


CDS lymphocyte act 


U.U 


AQtrnrvtes rest 


0.0 


Secondary CDS 
lymphocyte rest 


1.5 


Astrocytes TNFalpha + 

TT -Iheta 


0.0 


Secondary CDS 
lymphocyte act 


3.1 


KU-8 12 (Basophil) rest 


0.0 


CD4 lymphocyte none 


1.0 


KU-8 12 (Basophil) 

P\4 A/innomvcin 


8.1 


2ryThl/Th2/Trl_anti- 
CD95 CHll 


3.7 


CCDl 106 (Keratinocytes) 

llUJiv 


4.0 


LAK cells rest 


7.2 


rrm 106 CKeratinocvtes) 
TNFalpha + IL-lbeta 


2.2 


LAK cells IL-2 


0.0 


iLiver cirrhosis 


15.3 


jLAK cells IL-2+IL-12 


c o 

o.y 


It nniiQ tiHnPV 




LAK cells IL-2+IFN 
gamma 


12.2 


NCI-H292 none 


1.0 


LAK cells IL-2+ lL-18 


A 7 
4, / 


Nri-H292 IL-4 


0.6 


LAK cells 

"DX^ A /irM^nrrivPin 
1 JVi/V lUIlUIliy^lII 


1.4 


NCI-H292 IL-9 


1.6 


NK Cells IL-2 rest 


7.9 


NCI-H292 IL-13 


1.5 


Two Way MLR 3 day 


0.0 


NCI-H292 IFN gamma 


1.2 


Two Way MLR 5 day 


0.0 


HPAEC none 


0.0 
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Two Way MLR 7 day 


■ 

0.0 j 


RPAFC TNF aloha + lL-1 
3eta 


0.0 


PBMC rest 


J.J J 


lino fihrohlast none 


0.0 


PBMC PWM 


2.6 


\ wno fihrohlast TNF aloha 
+ IL-1 beta 


0.0 


PBMC PHA-L 


0.0 


Lung fibroblast IL-4 


3.9 


Ramos (B cell) none 


u.u 


T lino fihrnhla<;t TI -9 


0.0 


Ramos (B cell) 
ionomycin 


0.0 


Lung fibroblast lL-13 


0.0 


B lymphocytes PWM 


8.2 


Lung fibroblast IFN 


0.0 


B lymphocytes CD40L 
and IL-4 


1.5 


Dermal fibroblast 


0.0 


EOL-1 dbcAMP 


4.5 


Dermal fibroblast 
rrni 070 TNF alnha 


13.9 


EOL-l dbcAMP 
PMA/ionomycin 


10.8 


Dermal fibroblast 
rrni 070 IL-l beta 


0.4 


Dendritic cells none 


0.0 


nprmfil fihrohlast IFN 

gamma 


0.0 


Dendritic cells LPS 


U.U 


npmifil fihrohlast IL-4 


0.0 


Dendritic cells anti- 
LU4U 


0.0 


BD Colitis 2 


0.0 


Monocytes resi 


11.5 


IBD Crohn's 


66.0 


Monocyies Lro 


6.4 


Colon 


100.0 


Macropnages rest 


4.5 


Lung 


0.0 


Macrophages LPS 


1,4 


Thymus 


38.4 


HUVEC none 


1.9 


Kidney 


0.0 


HUVEC starved 


1 1.6 







CNS_neurodegeneration_vl.O Summary: Ag3523 Expression of this gene is 
low/undetectable (CTs > 35) across all of the samples on this panel (data not shown). 

GeneraLscreeningjaneLvl.4 Summary: Ag3523 Expression of the CG59268-01 gene is 
highest in sample derived from liver cancer cell line (CT=32.55). Therefore, expression of this 

• -1 A'/%m <v>a /\tV>er cgmnlpc rtn this nanel. In 

gene may t)e usea to aisunguisa uvci cajiw.wio "vi" "«v — -r—- - . 

addition, low levels of expression of this gene are also observed in one of the ovarian cancer, 2 
of the breast cancer, 2 of the renal cancer, bladder, gastric cancer, 3 of the colon cancer, and 4 
of the CNS cancer samples. Therefore, therapeutic modulation of the activity of this gene 
product may be beneficial in the treatment of these cancers. 
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Among the tissues with metabohc or endocrine function, this gene is expressed at low 
levels in adipose tissue sample. Adipose tissue has several crucial roles including (i) 
mobilization from stores of fatty acids as an energy source, (ii) catabolism oflipoproteins such 
as very-low-density lipoprotein and (iii) synthesis and release of hormonal signals such as 
leptin and interleukin-6 (Coppack et al., 2001). Therefore, therapeutic modulation of the 
activity of this gene may prove useful in the treatment of endocrine/metabolically related 
diseases, such as obesity, hyperlipidemia, and insulin resistance. 

References: 

1. Coppack SW, Patel JN, Lawrence VJ. (2001) Nutritional regulation of lipid 
metabolism in human adipose tissue. Exp Clin Endocrinol Diabetes ;109(Suppl 2):S202-S214 

Panel 4D Summary: Ag3523 Expression of the CG59268-01 gene is highest in sample 
derived from colon (CT=31.56). Therefore, expression of this gene may be used to distinguish 
colon sample from the other samples on this panel. In addition, significant expression of this 
gene is also observed in IBD Crohn's sample (CT=32.16). Thus, expression of this gene in 
colon and Crohn's sample can be used to distinguish these two samples from DBD Colitis 2 
sample. In addition, therapeutic modulation of the activity of this gene product may be 
beneficial in the treatment of IBD Crohn's disease. 

BR. CG59549-01: H326 like 

Expression of gene CG5 9549-01 was assessed using the primer-probe set Ag3464, 
described in Table BRA. Results of the RTQ-PCR runs are shown in Tables BRB and BRC. 



Table BRA . Probe Name Ag3464 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 

NO: 


Forward 


5 ' -gtgcgtcacccgttacayeiy<i-3 ■ 






611 


Probe 


TET-5 ' -ctcatcaacccggctggagagatcat-3 ' - 
TAMRA 


26 


1700 


612 


Reverse 


5 ' -ctcttcttcatctgggaactca-3 ' 


22 


1731 


613 



Table BRB > GeneraLscreeningj)aneLvL4 



Tissue Name 


Rel. Exp.(%) Ag3464, 
Run 217067408 


Tissue Name 


Rel. Exp.(%) Ag3464, 
Run 217067408 
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0.0 


Renal ca TK-10 


0.0 


Melanoma* 


0.0 


Bladder 


0.0 


iVlCldJlUll la 

Hs688(B).T 


0.0 


Gastric ca Hiver met.) 
NCI-N87 


1.6 


IVlUlaMUIlia IVl 1 1 


1.0 


Gastric ca KATO III 


2.1 


Melanoma* 
T OXTMVT 


0.0 


Colon ca. SW-948 


0.0 


Melanoma* SK- 
MFT -S 


23.8 


Colon ca. SW480 


2.6 


carcinoma SCC-4 


0.0 


Colon ca.* (SW480 
met) SW620 


0.0 


1 voUd 1 UUl 


22 8 


Colon ca HT29 


0.0 


met) PC-3 


0.0 


Colon ca. HCT-116 


0.0 


Prostate Pool 


0.0 


Colon ca. CaCo-2 


0.0 


Placenta 


0.0 


Colon cancer tissue 


0.3 


T TtpniQ Ponl 


0.0 


Colon ca. SW1116 


0.0 


Ovarian ca. 


0.0 


Colon ca. Colo-205 


0.0 


Ovarian ca. SK-OV- 
1 


1.0 


Colon ca. SW-48 


0.0 


Ovarian ca. 
nvrAR-4 


0.0 


Colon Pool 


3.3 


Ovarian ca. 
OVrAR-5 


0.0 


Small Intestine Pool 


0.9 


Ovarian ca. IGROV- 
1 

1 


0.0 


Stomach Pool 


0.0 


W Vail all v/d. 

OVCAR-8 


4.8 


Bone Marrow Pool 


0.0 


Ovary 


0.0 


Fetal Heart 


0.0 


Rrf»j^Qt MPF-7 

131 ^aOL L'CX. lVlV_/i "/ 


0.0 


Heart Pool 


0.0 


Rrpa<it N/tT^A- 

MB-231 


0.0 


Lymph Node Pool 


0.0 


Breast ca. BT 549 


0.0 


Fetal Skeletal Muscle 


0.0 


Breast ca. T47D 
Breast ca. MDA-N 


4.9 


Skeletal Muscle Pool 


0.0 


1.1 


Spleen Pool 


0.0 


Oiwuol iKJKJl 


2 2 


Thvmus Pool 


0.7 


Trachea 


0.0 


CNS cancer (glio/astro) 
U87-MG 


0.0 


Lung 


0.0 


CNS cancer ( glio/astro) 
U-118-MG 


20.4 


Fetal Lung 


0.0 


CNS cancer 
(neuro;met) SK-N-AS 


0.0 
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Lung ca. NCI-N417 


0.0 


CNS cancer (astro) SF- 


0.0 


Lung ca. LX-1 


0.0 


CNS cancer (astro) 


0.0 


Lung ca.NCI-H 146 


2.0 


CNS cancer (glio) 


0.0 


Lung ca. SHP-77 


0.7 


v^iNo Cdnv/Ci ^giiu^ or- 

295 


100.0 


Lung ca. A549 


0.6 


Brain (Amygdala) Pool 


1.1 


Lung ca. NCI-H526 


0.0 


Brain (cerebellum) 


0,0 


L/Ung ca. iNv- i-nzj 


ft ft 


Dl aJIl ^ lCla.1 J 


0 0 


Lungca.NCI-H460 


0.0 


Pool 


0.0 


Lung ca. rl\Jr-OZ 




v^crcQFal v^UnCA 1 UUl 


ft 0 


Lung ca. NCI-H522 


0.0 


13 Iain ^ijUDaLdlllld Ill^ia^ 

Pool 


0.8 


Liver 


0.0 


Brain (Thalamus) Pool 


1.1 


Fetal Liver 


0.0 


Brain (whole) 


0.0 


Liver ca. HepG2 


0.0 


Spinal Cord Pool 


0.8 


Kidnev Pool 


0.0 


Adrenal Gland 


2.0 


Fetal Kidney 


3.2 


Pituitary gland Pool 


0.0 


Renal ca. 786-0 


0.0 


SaHvary Gland 


0.0 


Renal ca. A498 


0.0 


Thyroid (female) 


0.0 


Renal ca. ACHN 


0.0 


Pancreatic ca. CAPAN2 


0.0 


Renal ca.UO-31 


0.0 


Pancreas Pool 


1.8 



Table BRC. Panel 4D 



Tissue Name 


Rel. Exp.(%) 
Ag3464, Run 
166417099 


Tissue Name 


Rel. Exp.(%) 
Ag3464, Run 
166417099 


Secondary Thl act 


0.0 


HUVEC IL-lbeta 


0.0 


Secondary Th2 act 


0.0 


HUVEC IFN gamma 


0.0 


Secondary Trl act 


2.5 


HUVEC TNF alpha +IFN 
gamma 


0.0 


Secondary I h 1 rest 


0.0 


HUVEC TNF alpha + IL4 


0.0 


Secondary Th2 rest 


0.0 


HUVEC IL-11 


0.0 


Secondary Trl rest 


0.0 


Lung Microvascular EC 
none 


0.0 


Primary Thl act 


0.0 


Limg Microvascular EC 
TNFalpha + IL-lbeta 


0.0 


Primary Th2 act 


0.0 


Microvascular Dermal EC 
none 


0.0 


Primary Trl act 


0.0 


Microsvasular Dermal EC 


0.0 
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TNFalnha + IL-lbeta 




Primary Thl rest 


0.0 


Bronchial epithelium 
TMFfllnha + n Ibeta 


0.0 


Primary Th2 rest 


0.0 


Small airway epithelium 


0.0 


Primary Trl rest 


0.0 


Small airway epithelium 
TNFalnha + IL-lbeta 


0.0 


CD45RA CD4 
lymphocyte act 


0.0 


Coronery artery SMC rest 


0.0 


CD4DKU CU4 
lymphocyte act 


0.0 


TNFalpha + IL-lbeta 


0.0 


CDS lymphocyte act 


u.u 


/\oLlUt/yiCa I Col 


0.0 


Secondary CDS 
lymphocyte rest 


0.0 


Astrocytes TNFalpha + 

11.;" 1 UCla 


0.0 


Secondary CDS 
lymphocyte act 


0.0 


KU-812 (Basophil) rest 


0.0 


CD4 lymphocyte none 


0.0 


KU-8 12 (Basophil) 

P\4 A/innnmvnn 

X i"lxl/ HJllwllljr will 


12.0 


2ry Thl /Th2/Tr Isanti- 

CD9j CHI 1 


5.9 


CCDl 106 (Keratinocytes) 
noxic 


0.0 


LAK cells rest 


0.0 


TNFalpha + IL-lbeta 


0.0 


LAK cells IL-2 


0.0 


Liver cirrhosis 


100.0 


TAT/' ^^llrn TT O-UTT 10 

LAK cells IL-Z+iL- 1 z 




T iit^nc Vi/iTiPv 


0.0 


LAK cells IL-z^^lrlN 

gamma 


0,0 


NCI-H292 none 


0.0 


TAT/' r^^Wri TT 0_L TT 1C 

LAK ceils 1L-/+ iL-lo 


u.u 


NrT-H9Q7 TT -4 


0.0 


LAK cells 

PA/f A/ionomvcin 


0.0 


NCI-H292 IL-9 


10.0 


NK Cells IL-2 rest 


0.0 


NCI-H292 IL-13 


0.0 


Two Way MLR 3 day 


0.0 


NCI-H292 IFN gamma 3.2 


1 WO Way JVLLK J day 


u.u 


HPAEC none 


0.0 


Two Way MLR 7 day 


0.0 


HPAECTNF alpha + IL-1 
beta 


0.0 


riiMC rest 


u.u 


Lung fibroblast none 


7.0 


rtJMV^ rwM 


r\ r\ 


Lung fibroblast TNF alpha 
+ IL-1 beta 


n ft 


PBMC PHA-L 


0.0 


Lung fibroblast IL-4 


0.0 


Ramos (B cell) none 


u.u 


Lung fibroblast IL-9 


0.0 


Ramos (B cell) 
ionomycin 


0.0 


Lung fibroblast IL-1 3 


0.0 


B lymphocytes PWM 


0.0 


Lung fibroblast IFN 
gamma 


0.0 


B lymphocytes CD40L 
andIL-4 


0.0 


Dermal fibroblast 
CCD 1070 rest 


0.0 
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EOL-1 dbcAMP 


0.0 


Dermal fibroblast 
PPni (170 TMF alnha 


0.0 


EOL-1 dbcAMP 
PMA/ionomycin 


0.0 


Dermal fibroblast 
rrnioTO n -i beta 


0.0 


Dendritic cells none 


0.0 


gamma 


0.0 


Dendritic cells LPS 


U.U 


Uei Illdl IlUIUUlaal IL^ t 


0.0 


Dendritic cells anti- 


0.0 


BD Colitis 2 


0.0 


jvionocyics rebi 


0.0 


IBD Crohn's 


6.3 


jvionocyxcs i^ro 


0.0 


Colon 


27.4 


iviacropndgca icm 


0.0 


Lung 


3.8 


Macrophages LPS 


0.0 


Thymus 


0.0 


HUVEC none 


0.0 


Kidney 


0.0 


HUVEC starved 


0.0 







CNS_neurodegeneration_vl.O Summary: Ag3464 Expression of the CG59549-01 gene is 
low/undetectable (CTs > 35) across all of the samples on this panel (data not shown). 



General_screenlngj>anel_vl.4 Summary: Ag3464 Expression of the CG59549-01 gene is 
highest in a CNS cancer (glio) SF.295 sample (CT = 31.15). Thus, the expression of this gene 
could be used to distinguish this sample from the other samples in the panel. In addition, low 
to moderate expression of this gene is detected in a melanoma and a CNS cancer sample. 
Therefore, therapeutic modulation of this gene or its protein product may be beneficial in the 
treatment of melanoma and CNS cancer. 

Panel 4D Summary: Ag3464 Low but significant expression of the CG59549-01 gene is 
detected exclusively in liver cirrhosis sample (CT=33.4). Therefore, expression of this gene 
may be used to distinguish liver cirrhosis from the other samples on this panel. Furthermore, 
expression of this gene is not detected in normal liver in Panel 1.3D, suggesting that its 
expression is unique to liver cirrhosis. Therefore, antibodies or small molecule therapeutics 
r»/i.i/«A Ar inhJKU fihmsis! that occurs in liver cirrhosis. In addition, antibodies to this 

W/i4AV A ^V»W»W%i' w» ' - 

gene product could also be used for the diagnosis of liver cirrhosis. 

BS. CG59641-01: ACETYL-COA CARBOXYLASE 2 

Expression of gene CG59641-01 was assessed using the primer-probe set Ag3502, 
described in Table BSA. Results of the RTQ-PCR runs are shown in Table BSB. 



Table BSA . Probe Name Ag3502 
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Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 

NO: 


Forward 


5 ' -ctccctacgtcaccaaggat-3 ' 


20 


5090 


/CI /I 


Probe 


TE i. - b - 3cly t-y w u L. wtrCiy y V* V* 
TAMRA 


23 




615 


Reverse 


5 ' -ccgggaagtcatagatgtaggt-S ' 


22 


5152 


616 



Table BSB . General_screeningj5anel_vl.4 



Tissue Name 


Rel, Exp.(%) Ag3502, 
Run 217131537 


Tissue Name 


Rel ExvA%) Ae3502, 
Run 217131537 


Adipose 


100.0 1 


-cenai ca. ij\.-iu 


6.6 


Melanoma* 
Hs688(A).T 


1.5 1 


Bladder 


14.2 


Melanoma* 
rlS0oo(J3). 1 


1.4 


LiaSinC Ca. ^llVCl 

NCI-N87 


11.6 


Melanoma* Ml 4 


7 2 


Gastric ca. KATO III 


4.2 


Melanoma* 
LOXIMVI 


0.0 


Colon ca. SW-948 


0.5 


Melanoma* SK- 
MEL-5 


14.8 


Colon ca. SW480 


7.8 


Squamous cell 
carcinoma SCC-4 


0.2 


Colon ca.* (SW480 
met) SW620 


c o 

5.8 


1 estis rool 


10 0 


Colon ca. HT29 


1.0 


Prostate ca.* (bone 
met)PC-3 


19.9 


Colon ca.HCT-1 16 


5.8 


Prostate Pool 


12.9 


Colon ca. CaCo-2 


8.2 


Placenta 


1.9 


/^^ly^M j^nM/^Al* flOCllO 

colon cancer iissue 


7.6 


Uterus Pool 


9.2 


Colon ca. SW1116 


2.0 


Ovarian ca. 
OVCAR-3 


6.6 


Colon ca. Colo-205 


9.0 


Ovarian ca. SK-OV- 
3 


12.2 


Colon ca. SW-48 


1.7 


Ovarian ca. 
OVCAR-4 


1.9 


Colon Pool 


■^n 7 


Ovarian ca. 1 or 
loVCAR-5 1 




27.9 


Ovarian ca. IGROV- 
1 


1.2 


Stomach Pool 


28.7 


Ovarian ca. 
OVCAR-8 


1.7 


Bone Marrow Pool 


8.0 


Ovary 


12.1 


Fetal Heart 


30.6 


Breast ca. MCF*7 


63.7 


Heart Pool 


16.7 


Breast ca, MDA- 
MB-231 


4.5 


Lymph Node Pool 


18.8 
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Breast ca BT 549 


1.8 


Fetal Skeletal Muscle 


5.4 


Breast ca T47D 


10.8 


Skeletal Muscle Pool 


66.0 


Breast ca. MDA-N 


2.3 


Spleen Pool 


14.9 


Breast Pool 




ThvmiK PnnI 

1 iiyiiiuo 1 w/i 


16.4 


Trachea 


15.3 


CNS cancer (glio/astro) 


5.8 


Lung 


5.6 


CNS cancer (glio/astro) 
T J-1 18-MG 


9.1 


Fetal Lung 


13.6 


CNS cancer 


5.0 


Lung ca. NCI-N417 


2.3 


CNS cancer (astro) SF- 


3.1 


Lung ca. LX-1 


6.4 


CNS cancer (astro) 
SNB-75 


3.7 


Lung ca. NCI-H146 


2.2 


CNS cancer (glio) 
SNB-19 


1.3 


Lung ca. SHP-77 


2.8 


295 


8.1 


Lun2 ca A549 


10.0 


Brain (Amygdala) Pool 


6.2 


Lung ca. NCI-H526 


0.9 


Brain (cerebellum) 


13.0 


iwUng ca. iNCi-rizj 




Rrain rfetaH 


4.2 


Lung ca. NCI-H460 


3.9 


Rrain ^HinnncainnuO 

Pool 


7.5 


Lung ca. rlUr-oz 




r^prphrnl (^nrtPY Pnnl 


8.4 


Lungca.NCI-H522 


13.5 


Pool 


7.0 


Liver 


23.2 


Brain (Thalamus) Pool 


10.2 


Fetal Liver 


11.7 


Brain (whole) 


8.8 


Liver ca. HepG2 


6.6 


Spinal Cord Pool 

* .... 


9.1 


Kidney Pool 


38.7 


Adrenal Gland 


50.0 


Fetal Kidney 


10.4 


Pituitary gland Pool 


7.4 


Renal ca. 786-0 


1.5 


Salivary Gland 


11.3 


Renal ca. A498 


1.4 


Thyroid (female) 


5.1 


Renal ca. ACHN 


3.0 


Pancreatic ca. CAPAN2 


1.7 


Renal ca. UO-31 


2.5 


Pancreas Pool 


17.0 



GeneraLscreeningj)aneLvl.4 Summary: Ag3502 The CG59641-01 encodes an acetyl- 
CoA carboxylase 2 (ACC2) protein. Expression of this gene is highest in adipose tissue 
(CT=25.5). High levels of expression of this gene are also detected in other tissues with 
metabolic or endocrine function such as pancreas, adrenal gland, gastrointestinal tract, heart, 
skeletal muscle, and thyroid. Acetyl-coenzyme A (acetyl-CoA) carboxylase (ACC) catalyzes 
the synthesis of malonyl-CoA, a metabolite that plays a pivotal role in the synthesis and 
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oxidation of fatty. Hence, ACC links fatty acid and carbohydrate metabolism through the 
shared intermediate acetyl-CoA, the product of pyruvate dehydrogenase, it has been shown 
recently that mutations in ACC2 gene lead to loss of body fat in a normal caloric intake in 
mouse (Abu-Elheiga et al., 2001). Therefore, therapeutic modulation of the activity of this 
gene may prove useful in the treatment of endocrine/metabolically related diseases, such as 
obesity and diabetes. 

Low to moderate expression of this gene is also detected in most of the samples used in 
this panel suggesting the possibility of a wider role in intercellular signaling for this molecule. 

Among tissues that originate in the central nervous system, this gene is expressed in all 
regions represented on this panel. Therefore, therapeutic modulation of the expression or 
function of this gene may be useful in the treatment of neurologic disorders, such as 
Alzheimer's disease, Parkinson's disease, schizophrenia, multiple sclerosis, stroke and 
epilepsy. 

In addition, significantly higher levels of expression are seen in a breast cancer cell 
line. Thus, expression of this gene could be used to differentiate between this sample and other 
samples on this panel and as a marker to detect the presence of breast cancer. Furthermore, 
therapeutic modulation of the expression or function of this gene may be effective in the 
treatment of breast cancer. 

Reference: 

1. Abu-Elheiga L, Matzuk MM, Abo-Hashema KA, Wakil SJ. (2001) Continuous fatty 
acid oxidation and reduced fat storage in mice lacking acetyl-CoA carboxylase 2. Science 
2001 Mar30;291(55l3):2613-6 

BT. CG59630-01: MidnoHn 

Expression of gene CG59630-01 was assessed using the primer-probe set Ag3425, 
described in Table BTA. Results of the RTQ-PCR runs are shown in Tables BTB, ETC and 
BTD. 

Table BTA . Probe Name Ag3425 



jPrimers! 
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NO: 


Forward S ' -aagctgaccttggtacccac-3 ' 


20 


295 


617 


Probe TET-5 ' -ctcatgtctcaggcctcaaggcc-3 ' -TAMRA 


23 


328 


618 


Reverse 5 • -ctctcgagagcttgcatcac-3 ' 


20 


361 


619 



Table BTB . CNS_neurodegeneration_vl.O 



Tissue Name 


Rel. Exp.(%) Ag3425, 
Run 210350911 




Rel. Exp.(%) Ag3425, 
Run 210350911 


AD 1 HiDDO 


18.6 


Control (Path) 3 
Temporal Ctx 


14.0 


AD 2 Hinno 


44.1 


Control (Path) 4 
Temporal Ctx 


25.0 


AD 3 Hippo 


11.3 


AD 1 Occipital Ctx 


13.6 


AD 4 Hippo 


19.3 


AD 2 Occipital Ctx 
(Missing) 


0.0 


AD 5 Hippo 


53.2 


AD 3 Occipital Ctx 


11.5 


AD 6 Hippo 


100.0 


AD 4 Occipital Ctx 


24.7 


Control 2 Hippo 


47.0 


AD 5 Occipital Ctx 


53.2 


Control 4 Hippo 


38.2 


AD 6 Occipital Ctx 


80.7 


Control (Path) 3 
Hippo 


10.5 


Control 1 Occipital 
Ctx 


19.9 


AD 1 Temporal Ctx 


17.3 


Control 2 Occipital 

Ctx 


49.3 


AD 2 Temporal Ctx 


33.7 


Control 3 Occipital 

Ctx 


31.2 


AD 3 Temporal Ctx 


10.4 


Control 4 Occipital 
Ctx 


13.9 


AD 4 Temporal Ctx 


19.1 


Control (Path) 1 
Occipital Ctx 


81.2 


AD 5 Inf Temporal 
Ctx 


49.3 


Control (Path) 2 
Occipital Ctx 


11.0 


AD 5 Sup Temporal 
Ctx 


45.4 


Control (Path) 3 
Occipital Ctx 


8.4 


AD 6 Inf Temporal 
Ctx 


97.3 


Control (Path) 4 
Occipital Ctx 


19.6 


AD 6 Sup Temporal 

Ctx 


85.9 


Control 1 Parietal 

Ctx 


18.8 


Control 1 Temporal 
Ctx 


20.3 


Control 2 Parietal 
Ctx 


29.9 


Control 2 Temporal 
Ctx 


59.9 


Control 3 Parietal 
Ctx 


32.3 


Control 3 Temporal 
Ctx 


32.3 


Control (Path) 1 
Parietal Ctx 


91.4 
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Control 3 Temporal 


17.4 


Control (Path) 2 


32.3 


Control (Path) I 
Temporal Ctx 


70.7 


Control (Path) 3 

lal ICLai v^lA 


7.7 


Control (Path) 2 
Temporal Ctx 


27.5 


Control (Path) 4 
Parietal Ctx 


45.1 


Table BTC. General screening panel vl.4 


Tissue Name 


Rel. Exp.(%) Ag3425, 
Run 217049295 


Tissue Name 


Rel. Exp.(%) Ag3425, 
Run 217049295 


Adipose 


17.8 


Renal ca.TK-10 


26.4 


Melanoma* 
Hs688(A).T 


15.5 


Bladder 


16.0 


Melanoma* 
Hs688(B).T 


19.5 


Gastric ca. (liver met.) 
NCI-N87 


26.6 


Melanoma* M14 


10.5 


Gastnc ca. KATO in 


23.0 


Melanoma* 
LOXIMVI 


15.7 


Colon ca. SW-948 


11.6 


Melanoma* SK- 
MEL-5 


8.0 


Colon ca. SW480 


27.5 


Squamous cell 
carcinoma SCC-4 


27.2 


Colon ca.* (SW480 
met) SW620 


15.3 


Testis Pool 


5.6 


Colon ca. HT29 


15.2 


Prostate ca.* (bone 
met) PC-3 


18.7 


Colon ca. HCT-116 


40.6 


Prostate Pool 


3.3 


Colon ca. CaCo-2 


41.8 


Placenta 


16.8 


Colon cancer tissue 


19.6 


Uterus Pool 


2.6 


Colon ca. SW1116 


9.5 


Ovarian ca. 
OVCAR-3 


27 7 




41.5 


Ovarian ca. SK-OV- 

3 


58.2 


Colon ca. SW-48 


6.8 


Ovarian ca. 
OVCAR-4 


4.0 


Colon Pool 


5.9 


Ovarian ca. 
OVCAR-5 






6.6 


Ovarian ca. IGROV- 
1 


30.1 


Stomach Pool 


42.9 


Ovarian ca. 
OVCAR-8 


19.3 


Bone Marrow Pool 


2.7 


Ovary 


7.6 


Fetal Heart 


9.0 


Breast ca. MCF-7 


37.1 


Heart Pool 


5.7 


Breast ca. MDA- 
MB-231 


15.3 


Lymph Node Pool 


6.5 
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Breast ca. BT 549 


51.1 


Fetal Skeletal Muscle 


6.6 


Breast ca. T47D 


100.0 


Skeletal Muscle Pool 


17.4 


Breast ca. MDA-N 


8.3 


Spleen Pool 


11.2 


Rreast Pool 


41.8 


ThvtniiQ Por*l 




Trachea 


15.9 


CNS cancer (glio/aslro) 

wo/ IVl vj 


46.3 


Lung 


2.6 


CNS cancer (glio/astro) 


20.7 


Fetal Lung 


55.5 


CNS cancer 


29.1 


Lung ca. NCI-N417 


43.5 


CNS cancer (astro) SF- 

^ ^ y 


13.8 


Lungca. LX-1 


23.5 


CNS cancer (astro) 


36.9 


Lung ca. NCI-H146 


5.8 

— — 


CNS cancer (glio) 


29.1 


Lung ca. SHP-77 


11.7 


295 


73.7 


Lung ca. A549 


21.5 

. , 1 


Brain (Amygdala) Pool 


5.3 


Lung ca. NCI.H526 


15.7 ] 


Brain (cerebellum) 


14.6 


Luneca NCI-H23 


12 9 1 


Rrain ('fetal'i 


20 6 


Lung ca. NC1-H460 


49.3 j 


Rrain ^^TTir^nrtfamnnc^ 

Pool 


4.6 


T unc ca HOP-fi2 


10 1 


V^C/iCUial V/Ul ICA 1 UUl 




Lung ca. NCI-H522 


16.2 I 


Rrain /^^iihctantia nicrra^ 

Pool 


10.4 


Liver 


1.3 1 


Brain (Thalamus) Pool 


6.1 


Fetal Liver 


9.3 1 

. 1 


Brain (whole) 


45.1 


Liver ca. HepG2 


29.7 1 


Spinal Cord Pool 


5.8 


Kidney Pool 


8.0 1 


Adrenal Gland 


13.6 


Fetal Kidney 


1 1 .3 jPituitary gland Pool 


6.8 


Renal ca. 786-0 


23.0 jSalivary Gland 


4.6 


Renal ca. A498 


18.2 jlhyroid (female) 


13.9 


Renal ca. ACHN 


13.6 jPancreatic ca. CAPAN2 


7.6 


Renal ca. UO-31 j 


28.5 jPancreas Pool 


14.0 



Table BTD. Panel 4. ID 



Tissue Name 


Rel. Exp.(%) 
Ag3425, Run 
169839020 


Tissue Name 


Rel. Exp.(%) 
Ag3425, Run 
169839020 


Secondary Thl act 


20.6 


HUVEC IL-lbeta 


46.7 


Secondary Th2 act 


30.6 


HUVEC IFN gamma 


23.3 
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Secondary Trl act 


32.1 


HUVbL lINr aipna + ltin 


13.3 


Secondary Thl rest 


18.2 


HUVEC TNF alpha + IL4 


22.8 


Secondary Th2 rest 


23.0 


I Fl T\ /n*/^ IT 11 

HUVEC IL- 11 




Secondary Trl rest 


12.6 


Lung Microvascular EC 

none 


37.9 


Primary Thl act 


2.8 


Lung Microvascular EC 
1 Nr alpha + IL- 1 beta 


22 2 


Primary Th2 act 


24.7 


Microvascular Dermal EC 
none 


24.1 


Primary Trl act 
✓ 


20.0 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


2L2 


Primary Thl rest 


18.6 


Bronchial epithelium 
INr alpha -r iLlbeta 


26.6 


Primary Th2 rest 


19.5 


Small airway epithelium 
none 


23.5 


Primary Trl rest 


22.4 


Small airway epithelium 
i Nr alpha + IL-Ibeta 


27.2 


CD45RA CD4 

lymphocyte act 


17.7 


Coronery artery SMC rest 


22.1 


CD45RO CD4 
lymphocyte act 


19.8 


Coronery artery SMC 
TNFalpha + IL-1 beta 


20.2 


CDS lymphocyte act 


1/11 

14.1 


Astrocytes rest 




Secondary CD8 
lymphocyte rest 


23.8 


Astrocytes TNFalpha + 

TT 1 Uai*% 

IL- 1 beta 


17.8 


Secondary CDS 
lymphocyte act 


12.2 


KU-812 (Basophil) rest 


16.5 


CD4 lymphocyte none 


6.5 


KU-8 12 (Basophil) 
PMA/ionomycin 


36.6 


2ry Thl/Th2/Trl_anti- 
CD95 CHll 


15.2 


CCDl 106 (Keratinocytes) 
none 


40.1 


LAK cells rest 


34.2 


LLDl lUo (fveratmocytes) 
TNFainha + TL-lheta 


41.8 


LAK cells IL-2 


24.5 


Liver cirrhosis 


20.0 


T A XT' 11 TT ^ 1 TT 1 1 

LAK cells IL-2+IL-12 


21.0 


INCl-rlzyz none 


A! 0 


T A IT" 11 TT 1 TT^XT 

LAK cells IL-2+IFN 
gamma 


23.2 


NCI-H292 IL-4 


58.6 


T A tl TT "1 1 TT i O 

LAK cells IL-2+ IL-1 8 


22.2 


XT/^T U^nO TT Ci 

NLI-Hzyz iL-y 


1 

0 1 .0 


LAK cells 

r ivi/v lunurnyv./ 1 ii 


97.3 


NC1-H292 IL-1 3 


47.6 


NK Cells IL-2 rest 


28.7 


NCI-H292 IFN gamma 


54.0 


Two Way MLR 3 day 


32.5 


HrA±,L none 


10.0 


Two Way MLR 5 day 


30.1 


RPAFr TMF alnhn 4-17-1 

beta 


20.7 


Two Way MLR 7 day 


18.7 


Lung fibroblast none 


46.0 
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PBMC rest 


27.9 


Lung iibroblast 1 Nr alpha 
+ IL-1 heta 


20.2 


PBMC PWM 


25.3 


I unt? fihrohlast IL-4 


47.0 


PBMC PHA-L 


22.7 


Lung fibroblast IL-9 


52.1 


Ramos (B cell) none 


Zj.j 


Lung Iibroblast lL-1 J 


AC 1 

45.1 


Ramos (B cell) 
ionomycin 


23.5 


Lung fibroblast IFN 
gamma 


50.0 


B lymphocytes PWM 


17.8 


Dermal fibroblast 
LLD1070 rest 


28.3 


B lymphocytes CD40L 

TT A 

and lL-4 


23.8 


Dermal fibroblast 
CCD 1070 INr alpha 


37.1 


EOL-1 dbcAMP 


34.4 


Dermal fibroblast 

/"^/^■PV 1 A'7A TT 1 t.^4-<^ 

LCD 1070 lL-1 beta 


13.3 


hOL-1 dbcAMP 


87.7 


Uermal iibroblast IrN 

^CXl 1 11 1 Id 


28.5 


Dendritic cells none 


32.3 


Dermal fibroblast IL-4 


26.2 


Dendntic cells LPS 


21.5 


Dermal Fibroblasts rest 


26,0 


Dendritic cells anti- 
rD40 


318 


Neutrophils TNFa+LPS 


33.7 




54.3 


Neutronhil^ rest 

1 ^ Willi VIJ J lliO iwOt 


100 0 




93 3 


Colon 


18 4 




23 8 




28 7 


Macronhaees LPS 


36.1 


Thvmus 


28.1 


HUVEC none 


24.7 


Kidney 


14.0 


HUVEC starved 


38.4 







CNS_neuroclegeneratioii_vLO Summary: Ag3425 This panel confirms the expression of 
this gene at low levels in the brain in an independent group of individuals. However, no 
differential expression of this gene was detected between Alzheimer's diseased postmortem 
brains and those of non-demented controls in this experiment. Please see Panel 1 .4 for a 
discussion of the potential utility of this gene in treatment of central nervous system disorders. 



General screening paneI_^vL4 Summary: Ag3425 The CG59630-01 gene is a homologue 
of mouse midnoline (midbrain nucleolar protein). Its expression is moderate to high across all 
of the samples on this panel, with highest expression in a breast cancer cell line (CT=25.3). 
The widespread expression suggests that this gene may play an important role in cellular 
function. In mouse, the expression of this gene is developmentally regulated: it is strongly 
expressed at the mesencephalon (midbrain) of the embryo and is involved in regulation of 
genes related to neurogenesis in the nucleolus (Tsukahara et al., 2000). Based on the gene's 
expression in all CNS regions examined, this gene may therefore play a role in central nervous 
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system disorders such as Alzheimer's disease, Parkinson's disease, epilepsy, multiple sclerosis, 
schizophrenia and depression. 



Among tissues with metabolic function, this gene is expressed at moderate to low 
levels in pituitary, adipose, adrenal gland, pancreas, thyroid, and adult and fetal skeletal 
muscle, heart, and liver. This widespread expression among these tissues suggests that this 
gene product may play a role in normal neuroendocrine and metabolic and that disregulated 
expression of this gene may contribute to neuroendocrine disorders or metabolic diseases, such 
as obesity and diabetes. 

Reference: 

1. Tsukahara M, Suemori H, Noguchi S, Ji ZS, Tsunoo H. (2000) Novel nucleolar 
protein, midnolin, is expressed in the mesencephalon during mouse development. Gene 2000 
Aug 22;254(l-2):45-55 

Panel 4.1D Summary: Ag3425 The CG59630-01 gene is a homologue of mouse midnoline 
(midbrain nucleolar protein). Its expression is moderate to high across all of the samples on 
this panel, with highest expression in resting neutrophils (CT=29.1). In addition, this gene is 
expressed at high to moderate levels in a wide range of cell types of significance in the 
immune response in health and disease. These cells include members of the T-cell, B-cell, 
endothelial cell, macrophage/monocyte, and peripheral blood mononuclear cell family, as well 
as epithelial and fibroblast cell types from lung and skin, and normal tissues represented by 
colon, lung, thymus and kidney. This ubiquitous pattern of expression suggests that this gene 
product may be involved in homeostatic processes for these and other cell types and tissues. 
This pattern is in agreement with the expression profile in General_screening_panel_vl.4 and 
also suggests a role for the gene product in cell survival and proliferation. Therefore, 
modulation of the gene product with a functional therapeutic may lead to the alteration of 
functions associated with these cell types and lead to improvement of the symptoms of 
patients suffering from autoimmune and inflammatory diseases such as asthma, allergies, 
inflammatory bowel disease, lupus erythematosus, psoriasis, rheumatoid arthritis, and 
osteoarthritis. 



BU. CG59561-01: CYTOSOLIC ACYL COENZYME A THIOESTER 
HYDROLASE 
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Expression of gene CG59561-01 was assessed using the primer-probe set Ag3424, 
described in Table BUA. Results of the RTQ-PCR runs are shown in Tables BUB, BUG and 
BUD. 



Table BUA . Probe Name Ag3424 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 

NO: 


Forward 


5 ' -aagctgaccaataaggccac-3 ' 


20 


345 


620 


Probe 


TET-5 ' -gtggacaaggtcctcgaagagcctc-3 ' - 
TAMRA 


25 


396 


621 


Reverse 


5 ' -ctgccggaaatacacaacag-3 ' 


20 


421 


622 



Table BUB . CNS_neurodegeneration_vLO 



Tissue Name 


Rel. Lxp.C/o) Ag3424, 
Run 210350585 


Tissue Name 


Rel. Exp.(%) Ag3424, 
Run 210350585 


AD I Hippo 


8.8 


Control (Path) 3 
Temporal Ctx 


1.5 


AD 2 Hippo 


16.7 


Control (Path) 4 
Temporal Ctx 


25.5 


AU 5 rlippO 


1. 1 


AD 1 Occipital Ctx 


5.1 


AD 4 Hippo 


4.7 


AD 2 Occipital Ctx 
(Missing) 


0.0 


AD 5 hippo 


100.0 


AD 3 Occipital Ctx 


2.0 


AD 6 Hippo 


34.6 


AD 4 Occipital Ctx 


8.5 


Control 2 Hippo 


44.8 


AD 5 Occipital Ctx 


11.7 


Control 4 Hippo 


2.2 


AD 6 Occipital Ctx 


90.8 


Control (Path) 3 
Hippo 


2.0 


Control 1 Occipital 
Ctx 


0.8 


AD 1 Temporal Ctx 


2.4 


Control 2 Occipital 
Ctx 


84.1 


AD 2 Temporal Ctx 


16.6 


Control 3 Occipital 
Ctx 


5.1 




0 1 


Control 4 Occipital 

Ctx 


1 ^ 
1 ,^ 


AD 4 Temporal Ctx 


8.6 


Control (Path) 1 
Occipital Ctx 


96.6 


AD 5 Inf Temporal 
Ctx 


62.9 


Control (Path) 2 
Occipital Ctx 


5.7 


AD 5 SupTemporal 
Ctx 


28.3 


Control (Path) 3 
Occipital Ctx 


0.5 


AD 6 Inf Temporal 
Ctx 


26.6 


Control (Path) 4 
Occipital Ctx 


8.8 
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AD 6 Sup Temporal 
Ctx 


22.1 


Control 1 Parietal 

Ctx 


2.0 


Control 1 Temporal 
Ctx 


1.2 


Control 2 Parietal 
Ctx 


22.1 


Control 2 Temporal 
Ctx 


65.1 


Control 3 Parietal 
ctx 


19.9 


Control 3 Temporal 
Ctx 


8.7 


Control (Path) 1 
ranetal Ctx 


94.0 


Control 4 Temporal 
Ctx 


2.4 


Control (Path) 2 
ranetal Ctx 


14.0 


Control (Path) 1 
Temporal Ctx 


61.1 


Control (Path) 3 
raneiai v^ix 


0.9 


Control (Path) 2 
Temporal Ctx 


28.3 


Control (Path) 4 
Parietal Ctx 


39.0 



Table BUC. Panel 4D 



Tissue Name 


Rel. Exp.(%) 
Ag3424, Run 
166385382 


Tissue Name 


Rel. Exp.(%) 
Ag3424, Run 
166385382 


Secondary Thl act 


62.9 


HUVEC IL-lbeta 


4.0 


Secondary Th2 act 


37.9 


HUVEC IFN gamma 


10.7 


Secondary Trl act 


68.8 


HUVEC TNF alpha + IFN 
gamma 


18.6 


Secondary Thl rest 


4.2 


HUVEC TNF alpha + IL4 


15.5 


Secondary Th2 rest 


12.1 


HUVEC IL-11 


10.2 


Secondary Trl rest 


4.4 


Lung Microvascular EC 
none 


28.7 


Primary Thl act 


66.9 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


25.7 


Primary Th2 act 


61.1 


Microvascular Dermal EC 
none 


36.3 


Primary Trl act 


43.2 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


20.3 


Primary Thl rest 


30.1 


Bronchial epithelium 
TNFalpha + ILlbeta 


25.5 


Primary Th2 rest 


17.4 


Small airway epithelium 
none 


19.5 


Primary Trl rest 


15.9 


Small airway epithelium 
TNFalpha + IL-lbeta 


52.1 


CD45RA CD4 
lymphocyte act 


14.8 


Coronery artery SMC rest 


14.8 


CD45RO CD4 

lymphocyte act 


37.6 


Coronery artery SMC 
TNFalpha + IL-lbeta 


8.3 


CDS lymphocyte act 


43.8 


Astrocytes rest 


13.9 
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Secondary CDS 
lymphocyte rest 


49.7 


Astrocytes TNFalpha + 
IL- i beta 


13.3 


Secondary CDS 
lymphocyte act 


24.1 


KU-812 (Basophil) rest 


23.8 


CD4 lymphocyte none 


0.9 


KU-8 12 (Basophil) 
PMA/ionomycm 


51.4 


2ryThl/Th2/Trl_anti- 
CD95 CHll 


9.0 


CCDl 106 (Keratinocytes) 
none 


62.4 


LAK cells rest 


33.0 


LLJJl lUo (Reraimocyiesj 
TNFabha + IL~lbeta 


37.1 


LAK cells IL-2 


27.7 


Liver cirrhosis 


3.5 


T A 11 TT ^ 1 TT 1 O 

LAK cells IL-2+IL-12 


25.5 


Lupus kidney 




T A 11 TT ^ 1 1 I '"V T 

LAK cells IL-2+IFN 
gamma 


35.6 


NCI-H292 none 


16,2 


T A 11 TT ^ 1 TT 1 O 

LAK cells IL-2+ IL-18 


21.9 


XT/^T UOOO TT A 

NCl-riiiyz iL-4 




T A Ty 11 

LAK cells 

r iVl/V lUIlUIll jLlil 


3.6 


NCI-H292 IL-9 


29.5 




15.1 


NCI-H292 IL-13 


13.4 


Two Way MLR 3 day 


9.4 


NCI-H292 IFN gamma 


20.6 


T" ITT "fc jfT ^ J 

Two Way MLR 5 day 


17.4 


TTT5 A "CO -nn-nck 

rlr AHU none 


1 7 A 


Two Way MLR 7 day 


13.1 


XXD A UP* TXrC" oInKo 4- TT 1 

orAiiLy li\r aipna IL-i 
beta 


20.9 


PBMC rest 


A O 

0.8 


Lung fibroblast none 




PBMC PWM 


88.9 


Lung iiDroDiasi iiNr aipna 
+ IL-1 beta 


34.9 


PBMC PHA-L 


52.5 


Lung fibroblast IL-4 


69.7 


Ramos (B cell) none 


17.2 


Lung iiDroDlast ii^-y 




Ramos (B cell) 
ionomycin 


31.9 


Lung fibroblast IL-13 


45.4 


B lymphocytes PWM 


75.8 


Lung fibroblast IFN 

gamma 


90.8 


B lymphocytes CD40L 
and IL-4 


9.9 


Dermal fibroblast 
LUL/iU / u rest 


54.3 


EOL-1 dbcAMP 


11.0 


Dermal fibroblast 
Lv^uiu/u iiNr aipna 


84.1 


EOL-1 dbcAMP 
PMA/ionomycin 


O 1 

O. i 


Dermal fibroblast 
Lv^LHU/uiL-i oeia 




Dendritic cells none 


38.2 


Dermal fibroblast IFN 
gamma 


31.4 


Dendntic cells LPS 


31.9 


Uermal iiDroDiast iL-4 




Dendritic cells anti- 
CD40 


37.1 


IBD Colitis 2 


2.5 


Monocytes rest 0.4 


BD Crohn's 


4.7 


Monocytes LPS 0.6 


Colon 


45.4 
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ividcropndgcb icm 


12.6 


Lung 16.6 


Macrophages LPS 


5.8 


Thymus 


100.0 


HUVEC none 


16.0 


Kidney 20.6 


HUVEC starved 


27.4 







Table BUD. Panel 5 Islet 





Kei. iLxp.( /o ) 
Aff3424. Run 
242385366 


Tissue Name 


RpI Fvn 
Ag3424, Run 
242385366 


974S7 Patient- 
02go_adipose 


8.2 


94709_Donor 2 AM - A_adipose 


6.7 


97476 Patient- 
07sk_skeletal muscle 


3.9 


94710_Donor 2 AM - B_adipose 


8.7 


QlAll Patient- 
07ut uterus 


7.4 


9471 l_Donor 2 AM - C_adipose 


5.9 


Q7478 Patient- 
07pl_placenta 


7.9 


947I2_Donor 2 AD - A adipose 


8.3 


99167 Raver Patient 1 


4.8 


94713 Donor 2 AD - B_adipose 


5.4 


97482_Patient- 

05^1 it iitpni^ 

V/OUl UiVl Uo 


4.1 


94714_Donor 2 AD - C_adipose 


7.7 


97483_Patient- 

ORnl nljippntfl 


2.4 


94742_Donor 3 U - 

A Mesenchymal Stem Cells 


3.0 


97486_Patient- 

09<;k <ike1pta1 muscle 


0.0 


94743_Donor 3 U - 

B Mesenchymal Stem Cells 


9.9 


97487_Patient- 

OQiit ntpni^ 


5.3 


94730_Donor 3 AM - A_adipose 


22.5 


97488_Patient- 
09ri1 niacenta 


2.3 


94731_Donor 3 AM - B_adipose 


15.1 


97492_Patient- 

1 Out uterus 


4.8 


94732_Donor 3 AM - C_adipose 


10.2 


97493_Patient- 
1 0n! niacenta 


6.6 


94733_Donor 3 AD - A_adipose 


29.7 


97495_Patient- 

11 go adipose 


0.9 


94734_Donor 3 AD - B_adipose 


6.4 


97496_Patient- 

1 1 sk_skelelal muscle 


0.3 


94735 Donor 3 A_n - C adipose 


34.9 


97497__Patient- 
1 lut_uterus 


9.8 


7713 8_Li ver_HepG2untreated 


57.8 


97498_Patient- 
llpl_placenta 


3.0 


73556_Heart_Cardiac stromal 
cells (primary) 


10.3 


97500_Patient- 
12go_adipose 


1.7 


81735_SmallIntestine 


23.7 


97501_Patient- 
12sk_skeletal muscle 


1.4 


72409_Kidney_Proximal 
Convoluted Tubule 


4.5 
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97502_Patient- 
12ut uterus 


10.2 


82685_Small intestine_Duodenum 


1.2 


97503_Patient- 
1 2pl jjlacenta 


3.2 


90650_Adrenal_Adrenocortical 
adenoma 


1.4 


94721_Donor2U- 
A Mesenchymal Stem 
Cells 


6.8 


72410_Kidney_HRCE 


100.0 


94722_Donor 2 U - 
B Mesenchymal Stem 
Cells 


2.8 


72411_Kidney_HRE 


69.7 


y4723_Uonor Z U - 
C Mesenchymal Stem 
Cells 


5.1 


73 1 39_Uterus_Uterine smooth 
muscle cells 


22.4 



CNS^neurodegeneration^vl.O Summary: Ag3424 This panel confirms the expression of 
the CG59561-01 gene at low levels in the brain in an independent group of individuals. 
However, no differential expression of this gene was detected between Alzheimer's diseased 
postmortem brains and those of non-demented controls in this experiment. This expression 
profile suggests that this gene may play a role in central nervous system disorders such as 
Alzheimer's disease, Parkinson's disease, epilepsy, multiple sclerosis, schizophrenia and 
depression, 

GeneraLscreeningj)aneI_vL4 Summary: Ag3424 Results from one experiment with the 
CG59561-01 gene are not included. The amp plot indicates that there were experimental 
difficulties with this run. (Data not shown.) 

Panel 4D Summary: Ag3424 The CG59561-01 gene encodes a protein homologous to 
cytosolic acyl coenzyme A thioester hydrolase (Brain acyl-CoA hydrolase, BACH). Among 
the tissue samples used in this panel, highest expression of this gene is detected in thymus 
(CT=29.6). In addition, expression of this gene is stimulated in activated primary and 
secondary - Thl, Th2 and Trl cells. Therefore, this gene product may play an important role in 
T cell development. Thus, therapeutics designed with the protein encoded for by this transcript 
could be important in regulating T cell function and treating T cell mediated diseases such as 
emphysema, asthma, arthritis, psoriasis, IBD, and systemic lupus erythematosus. 

Interestingly, expression of this gene is also seen in activated PBMCs (CTs=30) as 
compared to resting PBMCs.(CT=36) suggesting a role for this gene product in B-cell and T- 
cell proliferation. Therefore, small molecules that antagonize the function of this gene product 
may be useful as therapeutic drugs to reduce or eliminate the symptoms in patients with 
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autoimmune and inflammatory diseases in which B cells play a part in the initiation or 
progression of the disease process, such as systemic lupus erythematosus, Crohn's disease, 
ulcerative colitis, multiple sclerosis, chronic obstructive pulmonary disease, asthma, 
emphysema, rheumatoid arthritis, or psoriasis. 

Panel 5 Islet Summary: Ag3424 The CG59561-01 gene is expressed at low levels in adipose 
and placenta, with highest expression in the kidney (CT=30.8). As an enzyme involved in lipid 
homeostasis, therapeutic modulation of this gene product may be a treatment for obesity and 
obesity-related diseases, including Type 2 diabetes. 

BV. CG59452-01: CELL PROLIFERATION RELATED PROTEIN CAP - 

Expression of gene CG59452-01 was assessed using the primer-probe set Ag3443, 
described in Table BVA. Results of the RTQ-PCR runs are shown in Tables BVB and BVC. 

Table BVA. Probe Name Ag3443 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 

NO: 


Forward 


5 ' -caggaatgtatccaggacttca-3 ' 


22 


387 


623 


Probe 


TET-5 ' -catctacaacaagcctggagatgaca-3 ' - 
TAMRA 


26 


431 


624 


Reverse 


5 ' -tttccagagcttctgccatt - 3 ' 


20 


464 


625 



Table BVB. CNS_neurodegeneration_vl.O 



Tissue Name 


Rel. Exp.(%) Ag3443, 
Run 210374885 


Tissue Name 


Rel. Exp.(%) Ag3443, 
Run 210374885 


AD 1 Hippo 


10.2 


Control (Path) 3 
Temporal Ctx 


6.2 


AD 2 Hippo 


28.3 


Control (Path) 4 
Temporal Ctx 


27.0 


AD 3 Hippo 


8.0 


AD 1 Occipital Ctx 13.6 


AD 4 Hippo 


4.8 


AD 2 Occipital Ctx 
(Missing) 


0.0 


AD 5 Hippo 


84.1 


AD 3 Occipital Ctx 


6.0 


AD 6 Hippo 


71.7 


AD 4 Occipital Ctx 


17.9 


Control 2 Hippo 


31.4 


AD 5 Occipital Ctx 


54.3 


Control 4 Hippo 


6.1 


AD 6 Occipital Ctx 


22.7 


Control (Path) 3 
Hippo 


3.3 


Control I Occipital 
Ctx 


4.0 


AD 1 Temporal Ctx 


21.9 


Control 2 Occipital 


73.7 
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AD 2 Temporal Ctx 


33.4 


Control 3 Occipital 


13.7 


AD 3 Temporal Ctx 


7.4 


Control 4 Occipital 


7.7 


AD 4 Temporal Ctx 


16.8 


Control (Path) 1 

L/CCipildl ^lA 


100.0 


ADS Inf Temporal 
Ctx 


74.7 


Control (Path) 2 

V^CCipUal v^lX 


11.0 


AD 5 Sup Temporal 

Ctx 


36.1 


Control (Path) 3 


1.3 


AD 6 Inf Temporal 
Ctx 


79.0 


Control (Path) 4 

VJCCipilal VylA 


15.3 


AD 6 Sup Temporal 
Ctx 


85.9 


Control 1 Parietal 


6.1 


Control I Temporal 
Ctx 


8.6 


Control 2 Parietal 

Ptv 


35.8 


Control 2 Temporal 
Ctx 


48.3 


Control 3 Parietal 


12.9 


Control 3 Temporal 
Ctx 


11.4 


Control (Path) 1 

raneidi v^^ix 


59.5 


Control 3 Temporal 
Ctx 


6.5 


Control (Path) 2 
r aneidi v^ix 


25.5 


Control (Path) 1 
Temporal Ctx 


93.3 


Control (Path) 3 
Parietal Ctx 


2.4 


Control (Path) 2 
Temporal Ctx 


23.8 


Control (Path) 4 
Parietal Ctx 


23.2 



Table BVC. Panel 4D 



Tissue Name 


Rel. Exp.(%) 
Ag3443, Run 
166397102 


Tissue Name 


Rel. Exp.(%) 
Ag3443, Run 
166397102 


Secondary Thl act 


22.7 


HUVEC IL-lbeta 


18.2 


Secondary Th2 act 


25.7 


HUVEC IFN gamma 


18.6 


Secondary Trl act 


37.9 


HUVEC TNF alpha + IFN 
gaiiuna 


16.6 


Secondary Thl rest 


15.7 


HUVEC TNF alpha + IL4 


17.0 


Secondary Th2 rest 


11.2 


HUVEC IL-11 


9.3 


Secondary Trl rest 


11.5 


Lung Microvascular EC 
none 


14.2 


Primary Thl act 


16.6 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


12.9 


Primary Th2 act 


29.9 


Microvascular Dermal EC 
none 


17.7 
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Primary Trl act 


44.1 !1 


^icrosvasular Dermal EC 
rMFalnha + IL-lbeta 


17.1 


Primary Thl rest 


69.7 i 


bronchial epithehum 

PMFalnha + ILlbcta 


6.8 


Primary Th2 rest 


< 

40.9 

1 


5mall airway epithelium 
lonc 


8.5 


Primary Trl rest 


< 

24.5 : 


Small ainvay epithelium 
rMFalnha + IL-lbeta 


40.9 


CD45RA CD4 
lymphocyte act 


15.6 < 


Coronery artery SMC rest 


9.4 


CD45RO CD4 
lymphocyte act 


30.4 


'^nrnnprv arterv SMC 
rNFalpha + IL-lbeta 


8.5 


CDS lymphocyte act 


1 O 1 

ly.i 


rt.birov.'yivo icDi 


16.3 


Secondary CDS 
lymphocyte rest 


27.7 


Astrocytes TNFalpha + 

IT -IViPta 


30.4 


Secondary CDS 
lymphocyte act 


16.3 


KU-812 (Basophil) rest 


26.8 


CD4 lymphocyte none 


12.4 


KU-8 12 (Basophil) 

PA/1 A/ionnnrivcin 


80.7 


2vy Thl/Th2/rrl_anti- 
CD95 CHI 1 


17.3 


CCDl 106 (Keratinocytes) 

IIUUC 


13.6 


LAK cells rest 


10.7 


PPD! 1 Ofi fKeratinocvtes) 
TNFalpha + IL-lbeta 


100.0 


LAK cells IL-2 


30.4 


Liver cirrhosis 


10.4 


LAK cells 1L-2+IL-12 




T iiniiQ Iriflnev 


16.5 


»-rr^ TT ^» I ■"''V T 

LAK cells IL-2+IFN 

gamma 


34.2 


NCI-H292 none 


22.4 


LAK cells IL-2+IL- 18 




TsirT-H9Q9 IT -4 


36.9 


LAK cells 
rMA/ionomycm 


13.3 


NCI-H292 IL-9 


27.5 


XTL^ P^^llc TT -9 rpQt 
JNiS. i^eilS ILj'^ iCai 


15.6 


NC1-H292IL-13 


15.9 


Two Way MLR 3 day 


19.5 


NCI-H292 IFN gamma 


15.9 


Two Way MLR 5 day 


iO.l 


HPAFT none 


9.3 


Two Way MLR 7 day 


15.1 


HPAECTNF alpha + IL-1 
beta 


18.9 


PBMC rest 


1 1 1 


Lung fibroblast none 20.4 


PBMC PWM 


26.6 


Lung fibroblast TNF alpha 
+ IL-1 beta 


20.9 


PBMC PHA-L 


9.6 


Lung fibroblast IL-4 


19.5 


Ramos (B cell) none 




Lung fibroblast IL-9 


12.2 


Ramos (B cell) 
ionomycin 


37.9 


Lung fibroblast IL-1 3 


10.5 


B lymphocytes PWM 


31.4 


Lung fibroblast IFN 
gamma 


29.1 


B lymphocytes CD40L 


32.3 


Dermal fibroblast 


26.8 
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and IL-4 




PPni 070 rest 




EOL-1 dbcAMP 


18.7 


Dermal fibroblast 
rrmn70 TNF aloha 


■ 46.3 


EOL-1 dbcAMP 
PMA/ionomycin 


45.7 


Dermal fibroblast 
ppr>i070 11 -1 beta 


16.0 


Dendritic cells none 


12.8 


T^<=»rmQl fihrnhlast TFN 

gamma 


7.5 


Dendritic cells LPS 


y.O 


normal fihrfthlast TL-4 


17.1 


Dendritic cells anti- 
LU4U 


14.6 


IBD Colitis 2 


4.2 


Monocytes rest 


20.6 


IBD Crohn's 


2.9 


Monocytes L.ro 


20.9 


Colon 


49.0 


Macrophages rest 


15.8 


Lung 


11.1 


Macrophages LPS 


12.9 


Thymus 


20.2 


HUVEC none 


24.3 


Kidney 


33.2 


HUVEC starved 


33.7 







CNS_neurodegeneration_vl.O Summary: Ag3443 This panel confirms the expression of 
the CG59452-01 gene at significant levels in the brain in an independent group of individuals. 
However, no differential expression of this gene was detected between Alzheimer's diseased 
postmortem brains and those of non-demented controls in this experiment. Expression of this 
gene in the brain suggests that it may play a role in central nervous system disorders other than 
Alzheimer's disease, such as Parkinson's disease, epilepsy, multiple sclerosis, schizophrenia 
and depression. 

General_screening_panel_vl.4 Summary: Ag3443 The amp plot indicates that there were 
experimental difficulties with this run. (Data not shown). 

Panel 4D Summary: Ag3443 Highest expression of the CG59452-01 gene is detected in 
TNFalpha + IL-lbeta treated keratinocytes and PMA/ionomycin treated KU-812 basophil cells 
(CTs=24.5). Thus, antibody or small molecule therapies designed with the protein encoded for 
hv this eene could block or inhibit inflammation or tissue damage due to basophil activation in 

-J ' w 

response to asthma, allergies, hypersensitivity reactions, psoriasis, and viral infections. 

BW. CG59572-01 and CG59572-02: Pseudouridine Synthase 3 

Expression of gene CG59572-01 and CG59572-02 was assessed using the primer- 
probe set Ag3476, described in Table BWA. Results of the RTQ-PCR runs are shown in 
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Tables BWB, BWC and BWD. Please note that CG59572-02 represents a full-length physical 
clone of the CG59572-01 gene, validating the prediction of the gene sequence. 



Table BWA . Probe Name Ag3476 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 

NO: 


Forward 


5 ' -acctacaacaactgtgggctaa-3 ' 


22 


1070 


626 


Probe 


TET-5 ' -tcatgctgtcaaaactcacatgttgt-3 ' - 
TAMRA 


26 


1092 


627 


Reverse 


5 ' -ggaacagtgtccagtccttgta-3 ' 


22 


1127 


628 



Table BWB . CNS_neurodegeneration_vl,0 



Tissue Name 


Rel. Exp.(%) Ag3476, 
Run 210377171 


Tissue Name 


Rel. Exp.(%) Ag3476, 
Run 210377171 


AD 1 Hippo 


16.7 


Control (Path) 3 
Temporal Ctx 


4.5 


AD 2 Hippo 


23.8 


Control (Path) 4 
Temporal Ctx 


31.6 


AD 3 Hippo 


10.3 


AD 1 Occipital Ctx 


28.5 


AD 4 Hippo 


8.5 


AD 2 Occipital Ctx 
(Missing) 


0.0 


r\U J lUppU 


88 3 


AD 3 Occioital Ctx 


7.9 


AD 6 Hippo 


77.4 


AD 4 Occipital Ctx 


20.6 


Control 2 Hippo 


37.4 


AD D Uccipitai Ltx 




uoniroi 4 riippo 




AD Orrinital Ctx 


54.7 


Control (Path) 3 
Hippo 


8.4 


Control 1 Occipital 
Ctx 


4.7 


AD 1 Temporal Ctx 


18.6 


Control 2 Occipital 
Ctx 


67.8 


AD 2 Temporal Ctx 


32.3 


Control 3 Occipital 
Ctx 


15.6 


AD 3 Temporal Ctx 


8.0 


Control 4 Occipital 
Ctx 


5.6 


AD 4 Temporal Ctx 


21.6 


Control (Hath) 1 
Occipital Ctx 


r 

100.0 


AD 5 Inf Temporal 

Ctx 


84.1 


Control (Path) 2 
Occipital Ctx 


7.8 


AD 5 SupTemporal 
Ctx 


41.5 


Control (Path) 3 
Occipital Ctx 


5.9 


AD 6 Inf Temporal 
Ctx 


77.4 


Control (Path) 4 
Occipital Ctx 


18.0 


AD 6 Sup Temporal 


88.3 


Control 1 Parietal 


8.1 
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Ctx 




V_IX 




Control 1 Temporal 
Ctx 


5.4 


Control 2 Parietal 

PfY 

U iX 


47.0 


Control 2 Temporal 
Ctx 


40.1 


Control 3 Parietal 

PtY 

IX 


18.2 


Control 3 Temporal 
Ctx 


22.1 


Control (Path) 1 
r anciai ^^ix 


71.7 


Control 4 Temporal 
Ctx 


5.1 


Control (Path) 2 

rancial v>Ia 


20.6 


Control (Path) 1 


55.1 


Control (Path) 3 
Parietal Ctx 


5.3 


Control (Path) 2 
Temporal Ctx 


31.6 


Control (Path) 4 
Parietal Ctx 


46.3 



Table BWC . General_screeningj)anel_vl.4 



Tissue Name 


Rel. Exp.(%) Ag3476, 
Run 21711Q004 


Tissue Name 


Kei. llyXp.^ /o) Agj'l 10, 

Run 217119004 


Adipose 


5.7 


Renal ca. TK-10 


13.9 


Melanoma* 
Hs688(A).T 


13.4 


Bladder 


16.3 


Melanoma* 
Hs688(B).T 


14.6 


Gastric ca. (liver met.) 
NCI-N87 


42.9 


Melanoma* M14 


18.6 


(jastnc ca. ka i u iii 




Melanoma* 
LOXIMVI 


38.7 


Colon ca. SW-948 


7.3 


Melanoma* SK- 
MEL-5 


27.0 


Colon ca. SW480 


40.9 


Squamous cell 
carcinoma SCC-4 


9.9 


Colon ca.* (SW480 
met) SW620 


27.5 


Testis Pool 


5.9 


Colon ca. HT29 


24.0 


Prostate ca.* (bone 
met) PC-3 


34.4 


Colon ca.HCT-116 


32.5 


Prostate Pool 


5.6 


Colon ca. CaCo-2 


52.1 


Placenta 


1.1 


Colon cancer tissue 


10.4 


Uterus Pool 


3.8 


Colon ca. SW1116 


3.9 


Ovarian ca. 
OVCAR-3 


15.4 


Colon ca. Colo- 205 


6.1 


Ovarian ca. SK-OV- 
3 


20.7 


Colon ca. SW-48 


9.0 


Ovarian ca. 
OVCAR-4 


14.5 


Colon Pool 


13.6 


Ovarian ca. 
OVCAR-5 


44.8 


Small Intestine Pool 


8.4 


Ovarian ca. IGROV- 


18.4 


Stomach Pool 


7.0 
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1 








Ovarian ca. 

rWlC ADR 
UVCAK-O 


10.3 1 


Bone Marrow Pool 


4.0 


Ovary 


7.0 1 


Fetal Heart 


6.3 


Breast ca. MCF-7 


lo.cS i 


neon 1 ool 


5.4 


Breast ca. MDA- 

lVlr5-Z J 1 


31.0 


Lymph Node Pool 


14.5 


Dreasica. 151 


5L1 


Fetal Skeletal Muscle 


4.2 


Dreasi ca. i *♦ / 


100.0 


Skeletal Muscle Pool 


10.7 


Breast ca. MDA-N 


28.7 


Spleen Pool 


5.4 


Breast Pool 


1 1 n 
U.O 


1 nynius ruoi 


8.2 


Trachea 


6.2 


CNS cancer (glio/astro) 

UO/-1V1VJ 


11.9 


Lung 


2.0 


CNS cancer (glio/astro) 

T T 1 1 R 


44,1 


Fetal Lung 


15.5 


CNS cancer 
^^neuro,mci^ orw-i>i~/\o 


29.9 


Lung ca. NCI-N417 


14.5 


CNS cancer (astro) SF- 

jjy 


13.6 


Lung ca. LX-1 


31.0 


CNS cancer (astro) 


43.8 


Lungca. NCI-H146 


9.3 


CNS cancer (glio) 


16.0 


Lung ca. SHP-77 


36.6 


v^lNo Cancer V^^hu^ or 

295 


44.8 


LUng Cd. /\J^y 


14.4 


Brain (Amygdala) Pool 


3.6 


Lungca. NCI-H526 


21.6 


Brain (cerebellum) 


7.8 


Lungca. NCI-H23 


23.0 


rsram ^^Ielal^ 


7.6 


Lung ca. NCI-H460 


13.9 


oram ^nipput/<iiiipuD^ 
Pool 


4.5 


Lungca. HOP-62 


14. y 


v^creurdi i>^uricA i uui 


6.3 


Lung ca. NCI-H522 


38.7 


rjrain v^ouQbiaiiu<i m^a) 
Pool 


3.4 


Liver 


L9 


Brain (Thalamus) Pool 


6.9 


reidi Liver 


17.2 


Brain (whole) 


3.8 


Lfiver Ca. ncpvj^ 


1 8.^ 


n • .t 1 T\ 1 

opilldi ^^U1U ruui 


1 /; 


jvioney i^ooi 


12.9 


Adrenal Gland 


3.8 


reiai fwiuney 


15 3 


Pituitary gland Pool 


3.2 


ivenai ca. / ov)"U 


13.4 


Salivary Gland 


1.8 


Renal ca. A498 


7.1 


Thyroid (female) 


4.4 


Renal ca. ACHN 


10.4 


Pancreatic ca. CAPAN2 


27.7 


Renal ca. UO-31 


22.1 


Pancreas Pool 


14.7 



Table BWD . Panel 4D 
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Tissue Name 


ii . . — p 
^Rel. Exp.(%) 
Ag3476, Run 


1 issuc iiaiiit 


ReL Exp.( %) 
Acj1476 Run 
166420471 


.^J " r 

Secondary Thl act 


31.4 1 


-lUVEC IL-lbeta 


27.5 


Secondary Th2 act 


30.6 J 


nUVJbU iriN gamiTid 


23 7 


Secondary Trl act 


■ 

40.3 

< 

! 


lU VcC 1 JNr aipna ^ iriN 


15.4 


Secondary Thl rest 


11.6 ] 


HUVEC TNF alpha + IL4 


16.2 


Secondary Th2 rest 


9.3 1 




13.4 


Secondary Trl rest 


9.2 


Lung Microvascular EC 
none 


12.3 


Primarv Thl act 


23.5 


Lung Microvascular EC 
1 Nralpna ^ iL- 1 oeia 


11.0 


Primarv Th2 act 


44.8 


Microvascular Dermal EC 

none 


20.3 


Primarv Trl act 


55.5 


Microsvasular Dermal EC 
liNralpna + iL-iDcia 


13.6 


Primarv Thl rest 


48.6 


Bronchial epithelium 
1 Nralpna + iLiDeia 


7.8 


Primarv Th2 rest 


24.7 


Small airway epithelium 
none 


9.5 


Primary Trl rest 


22.8 


Small airway epithelium 
1 N r alpna + IL- 1 Deia 


48.0 


CD45RA CD4 
lymphocyte act 


15.9 


Coronery artery SMC rest 


14.1 


CD45RO CD4 
lymphocyte act 


45.1 


Loronery anery oivi^ 
TNFalpha + IL-lbeta 


9.8 


CDS lymphocyte act 


26.2 


Astrocytes rest 


13 9 


Secondary CDS 
lymphocyte rest 


46.3 


Astrocytes TNFalpha + 
IL-lbeta 


14.2 


Secondary CDS 
lymphocyte act 


23.0 


KU-8 12 (Basophil) rest 


29.5 


CD4 lymphocyte none 


6.3 


KU-8 12 (Basophil) 
PM A/i onomycm 


55.1 


2ry Thl/Th2/Trl_anti- 
CD95 CHll 


15.8 


CCDl 106 (Keratinocytes) 
none 


18.7 


LAK cells rest 


8.4 


LCU 1 1 uo ^^^e^aunocylcb; 
TNFabha + IL-lbeta 


100.0 


LAK cells IL-2 


29.1 


Liver cirrhosis 


12.8 


LAK cells IL-2+IL-12 


35.8 


Lupus kidney 


7 9 


LAK cells IL-2+IFN 
gamma 


42.6 


NCI-H292 none 


44.4 


TAW rpllc TT 7+ IT .1 R 
LAJv ecus IL-Z ' IJL- 1 0 


28.7 


NCI-H292 IL-4 


52.5 


LAK cells 
PMA/ionomycin 


14,0 


NC1-H292 IL-9 


55.5 
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NK Cells IL-2 rest 


19.9 1 


^JCLH292 IL-13 


29.3 


Two Way MLR 3 day 


23.0 1 


NCI-H292 IFN gamma 


30.1 


Two Way MLR 5 day | 


31.0 HPAECnone 


10.7 


Two Way MLR 7 day 


1 s n 

1 o.u 


HPAEC TNF alpha + IL-1 
beta 


13.1 


PBMC rest 


4.8 


Lung fibroblast none 


23.3 


rDIVH_ X W IVl 


39.5 


Lung fibroblast TNF alpha 
+ IL-1 beta 


16.0 


PBMC PHA-L 


11.4 


Lung fibroblast IL-4 


27.7 


Ramos (B cell) none 


18.2 


Lung fibroblast IL-9 


22.5 


Ramos (B cell) 
ionomycin 


16.2 


Lung fibroblast IL-13 


19.6 


B lymphocytes PWM 


56.3 


Lung fibroblast IFN 
gamma 


48.3 


B lymphocytes CD40L 
and IL-4 


36.9 


Dermal fibroblast 
CCDlOTOrest 


28.5 


EOL-1 dbcAMP 


23.5 


Dermal fibroblast 
CCD1070 TNF alpha 


38.7 


EOL-1 dbcAMP 
PMA/ionomycin 


20.0 


Dermal fibroblast 
CCD 1070 IL-1 beta 


11.8 


Dendritic cells none 


in 1 

lU. 1 


Dermal fibroblast IFN 
gamma 


9.9 


Dendritic cells LPS 


9.7 


Dermal fibroblast IL-4 


15,7 


Dendritic cells anti- 
CD40 


10.2 


IBD Colitis 2 


6.6 


Monocytes rest 




IBD Crohn^s 


6.2 


Monocytes LPS 


12.5 


Colon 


46.0 


Macrophages rest 


13.3 


Lung 


12.6 


Macrophages LPb 


7.4 


Thymus 


21.8 


HUVEC none 


24.3 


Kidney 


i ^8.3 


HUVEC starved 


33.4 





CNS_neurodegeneration_vl.O Summary: Ag3476 This panel confirms the expression of 
the CG59572-01 gene at low levels in the brain in an independent group of individuals. 

TT j;«-„.<.„»;oi «vnr*.ccir,n nf thi«; aenfi was detected between Alzheimer's diseased 

postmortem brains and those of non-demented controls in this experiment. Please see Panel 
1 .4 for a discussion of the potential utility of this gene in treatment of central nervous system 
disorders. 

GederaI_screening_paneLvl.4 Summary: Ag3476 Highest expression of the CG59572-01 
gene is detected m a breast cancer cell line sample (CT=27.4). Furthermore, moderate to high 
expression of this gene is detected in CNS cancer, colon cancer, gastric cancer, pancreatic 
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cancer, lung cancer, ovarian cancer, and prostate cancer. Therefore, therapeutic modulation of 
the activity of this gene or its protein product, through the use of small molecule drugs, protem 
therapeutics or antibodies, might be beneficial in the treatment of these cancers. 

This gene is expressed at low to moderate levels throughout the CNS, including m 
amygdala, substantia nigra, thalamus, cerebellum, cerebral cortex, and spinal cord. Therefore, 
this gene may play a role in central nervous system disorders such as Alzheimer's disease, 
Parkinson's disease, epilepsy, multiple sclerosis, schizophrenia and depression. 

Among tissues with metabolic function, this gene is expressed at moderate to low 
levels in pituitary, adipose, adrenal gland, pancreas, thyroid, and adult and fetal skeletal 
muscle, heart, and liver. This widespread expression among these tissues suggests that this 
gene product may play a role in normal neuroendocrine and metabolic and that disregulated 
expression of this gene may contribute to neuroendocrine disorders or metabolic diseases, such 
as obesity and diabetes. 

In addition, this gene is expressed at much higher levels in fetal lung and liver tissue 
(CTs=30) when compared to expression in the adult counterpart (CTs=33). Thus, expression 
of this gene may be used to differentiate between the fetal and adult source of these tissues. 

Panel 4D Summary: Ag3476 Highest expression of the CG59572-01 gene is detected in 
TNFalpha + IL-lbeta treated keratinocytes (CT=27.2). Expression of this gene appears to be 
stimulated in activated secondary ThI, Th2 and Trl cells, PWM treated PBMCs, PWM treated 
B-lymphocytes, IL-2/IL-2+IL-12/IL-2+IFN gamma/IL-2+lL-18 treated LAK cells, and 
TNFalpha + IL-lbeta treated small airway epithelium (CTs=28-30). Thus, this gene may be 
important in the activation of T and B cells or the function of activated T and B cells. 
Therefore, small molecules that antagonize the function of this gene product may reduce or 
eliminate the symptoms in patients with autoinmiune and inflammatory diseases in which B 

J T ^^u^ «u,, « ;« fUe. ini*ir,tif\n rtr nrr>ar#»«<:inTi nf the disease orocess. such as systemic 
lupus erythematosus, Crohn's disease, ulcerative colitis, multiple sclerosis, chronic obstructive 
pulmonary disease, asthma, emphysema, rheumatoid arthritis, or psoriasis. 

EX. CG59522-01: Myosin I 

Expression of gene CG59522-01 was assessed using the primer-probe set Ag3456, 
described in Table BXA. Results of the RTQ-PCR runs are shown in Table BXB. 
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Table BXA. Probe Name Ag3456 



D AV*C 

r riiiicrs 


Sequences 


Length 


Start 
Position 


SEQ ID 


Forward 


5 ' -atgaactgcacttggagagaaa-3 • 


22 


664 


629 


Probe 


TET-5 ' -aatttcacacaccagggagcaggact-3 ' - 

TAMRA 


26 


699 


630 


Reverse 


5 ' -ctctgctcatcactcacagtca-3 • 


22 


730 


631 



Table BXB. Panel 4D 



Tissue Name 


Rel. Exp.(%) 
Ag3456, Run 
166397214 


Tissue Name 


Rel. Exp.(%) 
Ag345o, Kun 
166397214 


Secondary Thl act 


20.2 1 


HUVEC IL-lbeta 


U.U 


Secondary Th2 act 


19.6 ] 


HUVEC IFN gamma 


0.0 


Secondary Trl act 


35.4 


HUVEC TNF alpha + IFN 
gamma 


0.0 


Secondary Thl rest 


34.2 


HUVEC TNF alpha + IL4 


0.0 


Secondary Th2 rest 


17.3 


HUVEC IL-11 


0.0 


Secondary Trl rest 


20.7 


Lung Microvascular EC 
none 


0.0 


Primary Thl act 


10.6 


Lung Microvascular EC 

TNFalpha + IL-lbeta 


0.0 


Primary Th2 act 


13.3 


Microvascular Dermal EC 
none 


0.0 


Primary Trl act 


25.2 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


0.0 


Primary Thl rest 


lOO.U 


Bronchial epithelium 
TNFalpha + ILlbeta 


0.0 


Pfimiirv Th9 rp<;t 


35.1 


Small airway epithelium 
none 


0.0 


Primary Trl rest 


25.9 


Small airway epithelium 
TNFalpha + IL-lbeta 


0.0 


CD45RA CD4 
Ivmnhocvte act 


9.9 


Coronery artery SMC rest 


0.0 


CD45RO CD4 
lymphocyte act 


28.9 


Coronery artery SMC 
TNFalpha + IL-lbeta 


0.0 


CDS lymphocyte act 


27.5 


Astrocytes rest 


0.0 


Secondary CDS 
lymphocyte rest 


15.6 


Astrocytes TNFalpha + 
IL-lbeta 


0.0 


Secondary CDS 
lymphocyte act 


26.6 


KU-812 (Basophil) rest 


2.2 


CD4 lymphocyte none 


5.0 


KU-8 12 (Basophil) 
PMA/ionomycin 


5.2 
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2ry Thl/Th2/Trl_anli- 
CD95 CHll 


3L2 I 
I 


:CD1 106 (Keratinocytes) 
lonc 


0.0 


LAK cells rest 


4.7 ! 


rNFalpha + IL-lbeta 


1.0 


LAK cells IL-2 


41.5 1 


Jver cirrhosis 


0.8 


LAK cells IL-2+IL- 12 


22A J 


L.upus Kiuney 


0.4 


LAK cells IL-2+1FN 
gamma 


29.5 1 


SJCI-H292 none 


0.3 


LAK cells IL-2+ IL-18 


Id. I J 


MPT H90? TT -4 


0.1 


LAK cells 
rMA/ionomyciu 


4.4 


NCI-H292 IL-9 


0.0 


Niv Cells iL-i resi 


22.2 


NCI-H292IL-13 0.0 


Two Way MLR 3 day 


14.2 


NCI-H292 IFN ganuna | 


0.0 


Two Way MLR 5 day 


lo.U 


HPAEC none 


0.0 


Two Way MLR 7 day 


17.2 


HPAECTNF alpha + IL-1 
beta 


0.0 


PBMC rest 


n z. 


Lung fibroblast none 


0.0 


PBMC PWM 


33.9 


Lung fibroblast TOF alpha 
+ IL-1 beta 


0 n 

v.v 


PBMC PHA-L 


12.7 


Lung fibroblast IL-4 \ 


0.0 


Ramos (B cell) none 


4./ 


Lung fibroblast IL-9 


0.0 


Ramos (B cell) 
ionomycin 


8.5 


Lung fibroblast lL-i3 


D 1 

U. 1 


B lymphocytes PWM 


25.5 


Lung fibroblast IFN 
gamma 


0.0 


B lymphocytes CD40L 
and IL-4 


18.8 


Dermal fibroblast 
CCD 1070 rest 


0.0 


EOL-1 dbcAMP 


17.3 


T^prmal fibroblast 
CCD1070 TNF alpha 


43.5 


EOL-1 dbcAMP 
PMA/ionomycin 


9.9 


Dermal fibroblast 
CCD 1070 IL-1 beta 


0.0 


Dendritic cells none 


2.1 


Dermal fibroblast IFN 
gamma 


0.0 


Dendritic cells LPS 


lo.4 


Dermal fibroblast IL-4 


0.0 


Dendritic cells anti- 


L6 


IBD Colitis 2 

\ .... ■ ■ — • 


0.3 


Monocytes resi 


20 9 


BD Crohn's 


0.1 


Monocytes LPS 


45.7 


Colon 


4.2 


Macrophages rest 


1 3 


Lung 


2.5 


Macrophages LPS 


16.3 


Thymus 


1 00 


HUVEC none 


0.0 


Kidney 


1 ^1-3 


IhUVEC starved 


0.0 
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CNS__neurodegeneration vl.O Summary: Ag3456 Expression of CG59522-01 gene is 
low/undelectable (CTs > 35) across all of the samples on this panel (data not shown). 

General_screening_j)anel vl.4 Summary: Ag3456 Expression of CG59522-01 gene is 
low/undetectable (CTs > 35) across all of the samples on this panel (data not shown). 

Panel 4D Summary: Ag3456 Highest expression of the CG59522-01 gene is detected in 
sample derived from resting primary Thl cells (CT=29.8). Thus, expression of this gene ca'a 
be used to distinguish this sample from other samples in this panel. This gene is also expressed 
at low but significant levels in T cells prepared under a number of conditions, LAK cells, 
macrophages and dendritic cells also express the transcript. The only non-hematopoietic cell 
type that expresses the transcript detected by this primer and probe at significant levels is 
dermal fibroblasts. Colon and kidney also express low levels of the transcript. Thus, this 
transcript or the protein it encodes could be used to detect hematopoietically-derived cells. 
Furthermore, therapeutics designed with the protein encoded by this transcript could be 
important in the regulation the fiinction of antigen presenting cells (macrophages and dendritic 
cells)or T cells and be important in the treatment of asthma, emphysema, psoriasis, arthritis, 
and DBD. Therefore, therapeutics designed with the protein encoded for by this transcript could 
be important in regulating T cell function and treating T and B cell mediated diseases such as 
asthma, arthritis, psoriasis, IBD, and systemic lupus erythematosus. 

BY. CG59520-01: FARNESYL PYROPHOSPHATE SYNTHETASE 

Expression of gene CG59520-01 was assessed using the primer-probe set Ag5923, 
described in Table BY A. Results of the RTQ-PCR runs are shown in Tables BYB and BYC. 



Table BYA . Probe Name Ag5923 



Primers 


Sequences 


Length 

' 21 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 ' -gaatgggaaaccagaaatcag-3 ' 


5 


632 


Probe 


TET-5 ' -tttatgcccaagcaaagcaggatttc-3 ' - 
TAMRA 


26 


29 


633 


Reverse 


5 ' -accctaacgatctgggagtagt-3 ' 


22 


62 


634 



Table BYB . General_screeningj)anel_vl.5 



Tissue Name 


Rel. Exp.(%) Ag5923, 
Run 2476089S6 


Tissue Name 


Rel. Exp.(%) Ag5923, 
Run 247608956 
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Adipose 




Renal ca. i k-iu 


19 1 


Melanoma* 

Hs688(A).T 


1.9 


Bladder 


7.1 


Melanoma* 
Hs688(B).T 


2.9 


Gastric ca. (liver met.) 
NC1-N87 


26.2 


Melanoma* Ml 4 


8.9 


uastnc ca. fLAiu ill 


1 1 n 


Melanoma* 
LOXMVI 


3.9 


Colon ca. SW-948 


6.8 


Melanoma* SK- 
MEL-5 


2.4 


Colon ca. SW480 


15.3 

, — — 


Squamous cell 
carcinoma SCC-4 


1.8 


Lolon ca, (bW4oU 
met) SW620 


8.2 


Testis Pool 


15.1 


Colon ca. H 1 ly 


1 Q 


Prostate ca * (bone 
meij rK^-j 


5.6 


Colon ca. HCT-116 


9.3 


rrosiaie rooi 




Colon ca CaCo-2 


6.4 


Placenta 


2.3 


Colon cancer tissue 


7.3 


Uterus Pool 


0.0 


Lolon ca. oW 1 1 10 


7 1 
/ . 1 


Ovarian ca. 
OVCAR-3 


6.7 


Colon ca. Colo-205 


9.5 


Ovarian ca. SK-OV- 
3 


14.8 


Colon ca. SW-48 


3.8 


Ovarian ca. 
OVCAR-4 


4.2 


Colon Pool 


5.6 


Ovarian ca. 
OVCAR-5 


23.0 


Small Intestine Pool 


7.0 


Ovarian ca. IGROV- 
1 


4.1 


Stomach Pool 


0.6 


Ovarian ca. 

U V^^AK-O 


0.7 


Bone Marrow Pool 


2.1 


Ovary 


12.1 


Fetal Heart 


4.1 


Breast ca. MCF-7 


A A 

4.4 


Heart rooi 


1 1 
i . i 


Breast ca. MDA- 

9^1 1 


6.8 


Lymph Node Pool 


7.3 


t>KaSi ca. D 1 JHy 


17 8 


Fetal Skeletal Muscle 


1.0 


tsreasL ca. i*r / lj 


5 6 


Skeletal Muscle Pool 


5.3 


Breast ca. MDA-N 


2.5 


Spleen Pool 


2.0 


Breast Pool 


9.5 


Thymus Pool 


o.V 


Trachea 


14.1 


CNS cancer (glio/astro) 

T TOT 4/^ 

U87-Mtj 


1.7 


Lung 


13.9 


CNS cancer (glio/astro) 

LJ* 1 1 O lVi\J 


10.2 


Fetal Lung 


16.7 


CNS cancer 
(neuro;met) SK-N-AS 


2.8 



877 



wo (>2/072757 



PCI7l:S(l2/il6908 



Luniica NCI-N417 


1.7 ; 


:NS cancer (astro) SF- 


2.8 


T line ca LX- 1 


12.8 \ 


:NS cancer (astro) 


14.2 


Luneca NCI-HI 46 


1.6 : 


:NS cancer (glio) 

?KTD 1 O 


3.9 


Lung ca. SHP-77 


L5 ! 


:NS cancer (glio) SF- 


10.8 


Lung ca. A549 


1 1 .0 iBrain (Amygdala) Pool 


1.8 


Lung ca. NC1-H526 


U.D J 


^rain (^rerehellum) 


4.0 


Lung ca. NCI-H23 




^rain ( fetaU 

dill 


4.6 


Lung ca. NCI-H460 


4.1 


^rain ^HioDOcamous) 
Pool 


3.3 


Lung ca. HOP-62 


2.3 


Cerebral Cortex Pool 


0.0 


Lungca. NCI-H522 


5.2 


Brain (Substantia nigra) 
Pool 


3.2 


Liver 


0.5 


Brain (Thalamus) Pool 


1.6 


Fetal Liver 


4.3 


Brain (whole) 


1.8 


Liver ca. HepG2 


0.3 


Spinal Cord Pool 


1.7 


Kidney Pool 


13.6 


Adrenal Gland 


1.7 


Fetal Kidney 


7.1 


Pituitary gland Pool 


0.0 


Renal ca. 7oo-U 


11.7 


Salivary Gland 


1.2 


Renal ca. A498 


5.6 


Thyroid (female) 


0.5 


Renal ca. ACHN 


6.2 


Pancreatic ca. CAPAN2 


100.0 


Renal ca. UO-31 


14.0 


Pancreas Pool 


15.3 


Table BYC. Panel 4. ID 




Tissue Name 


Rel. Exp.(%) 
Ag5923, Run 
247579946 


Tissue Name 


Rei. Exp.(%) 
Ag5923, Run 
247579946 


Secondary Thl act 


14.6 


HUVEC IL-lbeta 


5.3 


Secondary Th2 act 


36.6 


HUVEC IFN gamma 


12.1 


Secondary Trl act 


5.6 


HUVEC TNF alpha + IFN 

gamma 


0.0 


Secondary Thl rest 


0 0 HUVEC TNF alpha + IL4 0.0 


Secondary Th2 rest 


in s HUVEC IL- 11 6.7 


Secondary Trl rest 


0.0 


Lung Microvascular EC 
none 


15.5 


Primary Thl act 


0.0 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


2.4 


Primary Th2 act 


11.1 


Microvascular Dermal EC 
none 


0.0 


Primary Trl act 


11.0 


Microsvasular Dermal EC 


5.0 
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TNFalpha + IL-lbeta 




Primary Thl rest 


0.0 J 


Ironchial epithelium 
Walpha + ILlbeta 


13.5 


Primary Th2 rest 




mall airway epithelium 
one 


7.2 


Primary Trl rest 


■ .3 ■ 


>mall airway epithelmm 
Walpha + IL-lbeta 


44.8 


lymphocyte act _ 


13.5 C 


^oronery artery diviv^ rcbi 


1.6 


lymphocyte act 


12.9 


:oronery artery SMC 
FNFalpha + IL-lbeta 


6.7 


CDS lymphocyte act 


1.8 ^ 


\strocytes rest 


1.5 


Secondary v^uo 
lymphocyte rest 


3.6 ; 


\strocytes TNFalpha + 
[L-lbeta 


0.0 


oeconoaiy y^uo 
lymphocyte act 


0.0 


K:U-812 (Basophil) rest 


0.0 


CD4 lymphocyte none 


0.0 


KU-8 12 (Basophil) 
PMA/ionomycin 


15.3 


Or-i/ TVil /TVi9/Trl anti- 
zry 1 n 1 / 1 nz/ 1 1 1 

CD95 CHll 


0.0 


CCD 1106 (Keratinocytes) 

none 


21.5 


LAK cells rest 


15.9 


CCD 1106 (Keratinocytes) 
TNFalpha + IL-lbeta 


31.9 


LAK cells IL-2 


3.5 


Liver cirrhosis 


4.0 


LAK cells IL-2+IL-12 


0.0 


NCI-H292none 


61.1 


l^/\J\. LCllo Ikj^ * IX 

gamma 


2.3 




100.0 


LAKcellsIL-2+IL-18 




NCI-H292 IL-9 " 


45^ ~~ 


ij/viv cells 
PMA/ionomycin 


13.0 


NCI-H292IL-13 


47.0 


NK Cells IL-2 rest 


37.1 


NCI-H292 IFN gamma 


14.5 


Two Way MLR 3 day 


4.9 


HPAEC none 


0.0 


Two Way MLR 5 day 


0.0 


HPAEC TNF alpha + IL-1 
beta 


24.1 


Two Way MLR 7 day 


1.2 


Lung fibroblast none 


6.0 


PBMC rest 


u.u 


Lung fibroblast TNF alpha 
+ IL-1 beta 


3.7 


PBMC PWM 


0.0 


Lung fibroblast IL-4 


l.U 


PBMC PHA-L 


0.0 


Lung fibroblast IL-9 


8.7 


Ramos (B cell) none 


0.0 


Lung fibroblast IL-1 3 


0.0 


Kamos yD cen^ 
ionomycin 


17.7 


Lung fibroblast IFN 

gamma 


3.8 


B lymphocytes PWM 


11.4 


Dermal fibroblast 
CCD 1070 rest 


5.8 


B lymphocytes CD40L 
and IL-4 


23.2 


Dermal fibroblast 
CCD1070 TNF alpha 


21.3 
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FOI -1 dhcAMP 


21.0 


Dermal fibroblast 
CCD107U1L-1 oeia 


8.6 




EOL-1 dbcAMP 
PMA/ionomycin 


3.5 


Dermal nbroblast IrN 


12.9 


Dendritic cells none 


11.7 


Dermal fibroblast IL-4 


13.8 


Dendritic cells LPS 


8.4 


Dermal riDroDiasis resi 


0 0 


Dendritic cells anti- 
CD40 


3.8 


Neutrophils TNFa+LPS 


1.5 


Monocytes rest 


yj.yj 


Mpiitronhils rest 


18.0 


Monocytes LPS 


J /.o 




0.0 


Macrophages rest 


1 7 


T lino 


0.0 


Macroohases LPS 


9.8 


Thymus 


8.8 


HUVEC none 


3.1 


Kidney 


4.0 


HUVEC starved 


2.5 







CNS_neurodegeneration_vl.O Summary: Ag5923 Expression of the CG59520-01 gene is 
low/undetectable (CTs > 34.5) across all of the samples on this panel (data not shown). 

GeneraLscreening_paneI_vl.5 Summary: Ag5923 Highest expression of the CG59520-01 
gene is detected in sample derived from a pancreatic cancer cell line (CT=3 1 .5). Thus, 
expression of this gene can be used in distinguishing this sample from other samples from the 
panel and as a marker for pancreatic cancer, hi addition low levels of expression of this gene 
are associated with samples derived from CNS, colon, gastric, renal, lung, breast, ovarian and 
melanoma cnacer cell lines. This gene encodes a famesyl pyrophosphate synthetase, which is 
involved in cholesterol biosynthesis. It has been suggested that in several types of cancer, 
activation of p21 would be aided by continuous famesylation due to stimulation of the 
cholesterol biosynthetic pathway in tumors (Rao, 1995). Therefore, therapeutic modulation of 
the activity of protein encoded by this gene may be beneficial in the treatment of these 
cancers. 

hi addition, low but significant levels of expression in the pancreas suggest that this 
gene product may be useful in the treatment of type II diabetes. 



References: 

1 Rao KN. (1995) The significance of the cholesterol biosynthetic pathway in cell 
growth and carcinogenesis (review). Anticancer Res 1995 Mar-Apr;15(2):309-14 
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Panel 4.1D Summary: Ag5923 High expression of the CG59520-01 gene is detected in 
sample derived from untreated and 1L4 treated NC1-H292 cells (CTs=33). Thus, expression of 
this gene could be used to distinguish these samples from other samples from the panel. Also, 
therapeutic modulation of the activity of this gene product may be beneficial in the treatment 
asthma and emphysema. 

Panel 5 Islet Summary: Ag5923 Expression of the CG59520-01 gene is low/undetectable 
(CTs > 34.5) across all of the samples on this panel (data not shown). 

BZ. CG59704-01: Serine/Threonine Kinase 

Expression of gene CG59704-01 was assessed using the primer-probe set Ag3509, 
described in Table BZA. Results of the RTQ-PCR runs are shown in Tables BZB, BZC and 
BZD. 



Table BZA . Probe Name Ag3509 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID NO: 


Forward 


5 ' -gacttccctcacctagcttctg-3 ' 


22 


4228 


635 


Probe 


TET-5 ' -actgcatgccaccactgctgagta-3 ' - 
TAMRA 


24 


4257 


636 


Reverse 


5 ' -caccaacctagcaaacaaacag-3 ' 


22 


4281 


637 



Table BZB . CNS__neurodegeneration_vl.O 



Tissue Name 


Rel. Exp.(%) Ag3509, 
Run 210499481 


Tissue Name 


Rel. Exp.(%) Ag3509, 
Run 210499481 


AD I Hippo 


20.2 


Control (Path) 3 
Temporal Ctx 


24.1 


AD 2 Hippo 


20.2 


Control (Path) 4 
Temporal Ctx 


20.7 


AD 3 Hippo 


23.3 


AD 1 Occipital Ctx 


16.4 


AD 4 Hippo 


13.5 


AD 2 Occipital Ctx 
(Missing) 


0.0 


AD 5 Hippo 


66.4 


AD 3 Occipital Ctx 


9.9 


AD 6 Hippo 


84.7 


AD 4 Occipital Ctx 


4.6 


Control 2 Hippo 


18.0 


AD 5 Occipital Ctx 


30.4 


Control 4 Hippo 


0.4 


AD 6 Occipital Ctx 


0.0 


Control (Path) 3 
Hippo 


0.3 


Control 1 Occipital 
Ctx 


10.0 


AD 1 Temporal Ctx 


23.7 


Control 2 Occipital 


35.6 
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AD 2 1 emporai ^^ix 


j( 

15.4 J 
< 


:ontrol 3 Occipital 

ZtK 


16.3 


AD 3 Temporal i^ix 


10.8 \ 


:ontrol 4 Occipital 

ZtK 


25.2 


AD 4 1 emporai 


18.8 


Control (Path) 1 
Occipital Ltx 


57.4 


AD 5 Inf Temporal 
Ctx 


100.0 


Control (Path) 2 
Occipital Ltx 


8.1 


AD 5 Sup Temporal 
Ctx 1 


72.2 


Control (Path) 3 
Occipital Ctx 


5.4 


AD 6 Inf Temporal 

Ctx 


21.9 


Control (Path) 4 
Occipital Ctx 


30.4 


AD 6 Sup Temporal 
Ctx 


62.4 


Control 1 Parietal 
Ctx 


12.1 


Control 1 Temporal 
Ctx 


5.4 


Control 2 Parietal 

Ctx 


54.0 


Control 2 Temporal 
Ctx 


30.6 


Control 3 Parietal 
Ctx 


12.0 


Control 3 Temporal 
Ctx 


6.0 


Control (Path) 1 
Parietal Ctx 


51.4 


Control 3 Temporal 
Ctx 


12.2 


Control (Path) 2 
Parietal Ctx 


16.0 


Control (Path) 1 
Temporal ctx 


40.9 


Control (Path) 3 
Parietal Ctx 


2.1 


Control (Path) 2 
Temporal Ctx 


31.9 


Control (Path) 4 
Parietal Ctx 


29.7 



Table BZC. General_screening_panel_vl 



Tissue Name 


Rel. Exp.(%) Ag3509, 
Run 217240617 


Tissue Name 

Renal ca. TK-10 1 


Rel. Exp.(%) Ag3509, 
Run 217240617 

20.4 


[Adipose 

[Melanoma* 

|Hs688(A).T 


9.5 
8.7 


Bladder 


16.6 


!* #.1 

|hs688(B).T 


1 

4.D 


Gastric ca. (liver met.) | 
NCI-N87 ' 
Gastric ca. KATO III 


37.6 
23.3 


iMelanoma* M14 

Melanoma* 
LOXIMVl 


12.0 
3.1 


Colon ca. SW-948 


6.9 


Melanoma* SK- 
MEL-5 


11.0 


Colon ca. SW480 


35.8 


Squamous cell 
carcinoma SCC-4 

Testis Pool 


9.5 

1 


Colon ca.*(SW480 
met) SW620 
IColon ca. HT29 


24.7 
9.3 
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Prostate ca.* (bone 
met) PC-3 


24.1 


Colon ca. HCT-116 


62.4 


Prostate Pool 


H.J 




8.8 


Placenta 


\.9 


Colon cancer tissue 


10.9 


Uterus Pool 


1.8 


Colonca. SW1116 


5.1 


Ovarian ca. 
OVCAR-3 


43.2 


Colon ca. Colo-205 


1.2 


Ovarian ca. SK-OV- 
3 


42.3 


Colon ca. SW-48 


2.8 


Ovarian ca. 
OVCAR-4 


LI 


Colon Pool 


9.2 


Ovarian ca. 
OVCAR-5 


19.1 


Small Intestine Pool 


8.2 


Ovarian ca. IGROV- 
1 


8.7 


Stomach Pool 


3.7 


Ovarian ca. 
OVCAR-8 


7.5 


Bone Marrow Pool 


4.6 


Ovary 


3.4 


Fetal Heart 


7.3 


Breast ca. MCF-7 


20.7 


Heart Pool 


5.6 


Breast ca. MDA- 
MB-231 i 


32.8 


Lymph Node Pool 


10.1 


Breast ca. BT 549 




reiai oKClClal J-VIUdCIC 


67 


Breast ca. T47D 






3.6 


Breast ca. MD A-N 


18.6 


Spleen Pool 


7.7 


Breast Pool 


15.7 


Thymus Pool 


1 l.U 


Trachea 


6.8 


CNS cancer (glio/astro) 
U87-MG 


27.4 


T lino 


15.3 


CNS cancer (glio/astro) 
U-118-MG 


45.4 


Fptal T iinp 


17.6 


CNS cancer 
(neuro;met) SK-N-AS 


16.3 


Luneca NCI-N417 


11.8 


CNS cancer (astro) SF- 
539 


9.9 


T line ca LX- 1 


29.5 


CNS cancer (astro) 
SNB-75 


50.7 


T une ca NCI-H146 


5.6 


TNS cancer Cplio"^ 
SNB-19 


/.u 


Lung ca. SHP-77 


19.1 


CNS cancer (glio) SF- 


25.7 


Lung ca. A549 


1 "7 O 


orain v,Ainygaaiaj rooi 


4 9 


Lung ca. NCI-H526 


4.2 


Brain (cerebellum) 


13.7 


Lung ca. NCI-H23 


1 AA A 

lOu.U 


orain ^eiai^ 


14 8 


Lung ca. NCI-H460 


27.2 


Brain (Hippocampus) 
Pool 


3.7 
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Lung ca. HOP-62 


16.2 


Cerebral Cortex Pool 


3.0 


Lung ca. NCI-H522 


29.9 


Brain (Substantia nigra) 

r OOI 


1.7 


Liver 




Drain ^T'VialQtnilC^ Pnr^l 

orain ^ inaiariiuo^ jtuui 




Fetal Liver 


10 1 
1 U. 1 


Rfoin /\i/rir\l^*i 
Dldin ^WllUlCJ 


6 1 


Liver ca. HepG2 


1 7 7 


QniriQl PnrH Prvnl 


2 0 


Kidney Pool 


")fi 1 
ZO. 1 


/rurencti vjiaiiu 


o.o 


Fetal Kidney 


7A 


riiuiidry glallU rUUl 




Kenai ca. /oo-u 




OallVdry \JlaIlu 


4 Q 


J^mcx\ rc\ A4QR 


2 4 


Thvroid (^female^ 


3.4 


Renal ca. ACHN 


8.2 


Pancreatic ca. CAPAN2 


34.2 


Renal ca. UO-31 


9.5 


Pancreas Pool 


16.7 



Table BZD. Panel 4D 



Tissue Name 


Rel. Exp.(%) 
Ag3509, Run 
166407201 


Tissue Name 


Rel. Exp.(%) 
Ag3509, Run 
166407201 


Secondary Thl act 


50.0 


HUVEC IL-lbeta 


4.7 


Secondary Th2 act 


45.4 


HUVEC IFN gamma 


4.8 


Serondarv Trl act 


87.7 


HUVEC TNF alpha + IFN 
gamma 


10.0 


Secondary Thl rest 


17.4 


HUVEC TNF alpha +IL4 


19.9 


Secondary Th2 rest 


21.9 


HUVEC IL-11 


13.4 


Secondary Trl rest 


32.5 


Lung Microvascular EC 
none 


14.1 


Primary Thl act 


40.9 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


24.8 


Primary Th2 act 


83.5 


Microvascular Dermal EC 
none 


22.1 


Primary Trl act 


100.0 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


12.2 


Primary Thl rest 


75.8 


Bronchial epithelium 
TNFalpha + ILlbeta 


9.9 


Primary Th2 rest 


31.0 


Small airway epithelium 
none 


7.7 


Primary Trl rest 


41.5 


Small airway epithelium 
TNFalpha + IL-lbeta 


23.0 


CD45RA CD4 
lymphocyte act 


21.9 


Coronery artery SMC rest 


7.6 


CD45RO CD4 
lymphocyte act 


56.6 


Coronery artery SMC 
TNFalpha + IL-lbeta 


2.0 


CDS lymphocyte act 


58.6 


Astrocytes rest 


25.5 


Secondary CDS 


51.4 


Astrocytes TNFalpha + 


28.5 
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lymphocyte rest 




IL-ibeta 




Secondary CDS 
lymphocyte act 


52.1 


KU-8 12 (Basophil) rest 


25.5 


CD4 lymphocyte none 


2L0 


KU-8 12 (Basophil) 
PMA/ionomycin 


68.8 


2ry Thl/Th2/TrLanti- 
CD95CH11 


4L8 


CCDl 106 (Keratinocytes) 
none 


17.4 


LAK cells rest 


27.9 


L LD 1 1 Uo (Keratmocytes ) 
TNFalnha + IL- 1 beta 


36.6 


LAK cells IL-2 


58.6 


Liver cirrhosis 


57.8 


T A 11 TT ^ 1 TT 1 ^ 

LAK cells IL-2+IL-12 


61 .1 


Lupus kidney 




LAK cells IL-2+IFN 
gamma 


85.3 


NCI-H292 none 


20.0 


LAK cells IL-2+ IL-18 


61.1 


NL1-H292 lL-4 




LAK cells 

P\4^ A /lOTiAtnvpiti 
r i virv 1 uiiv/i 1 1 jf u 1 1 1 


49.3 


NCI-H292 IL-9 


24.5 


NK Pelk TT -2 re^t 


43 2 


NCI-H292 IL-13 


24.8 


Two Way MLR 3 day 


50.0 


NCI-H292 FN gamma 


14.8 


Two Way MLR 5 day 


39.5 


rLF ALL none 




Two Way MLR 7 day 


37.1 


HP ABC INr alpha + iL-1 
beta 


25.9 


T>T^X /r/^ A. 

PBMC rest 


15.1 


Lung fibroblast none • 


ly.o 


PBMC PWM 


44.8 


Lung iibroblast INr alpha 
+ Tl.-l beta 


21.3 


PBMC PHA-L 


14.8 


Lung fibroblast IL-4 


18.8 


Ramos (B cell) none 


75.3 


Lung nbroblast lL-9 


no 


Ramos (B cell) 
ionomycin 


17.8 


Lung fibroblast IL-13 


21.9 


B lymphocytes PWM 


33.4 


Lung fibroblast IFN 
gamma 


21.3 


B lymphocytes CD40L 

t TT A 

and IL-4 


42.3 


Dermal fibroblast 
CCD 1 070 rest 


46.7 


EOL-1 dbcAMP 


25.3 


Dermal fibroblast 
CCD 1070 INr alpha 


69.3 


EOL-1 dbcAMP 
PMA/ionomycm 


18.9 


Dermal fibroblast 

CCD 1070 lL-1 beta 


20.3 


Dendritic cells none 


10.7 


Dermal fibroblast IFN 

gamma 


17.4 


Dendntic cells LPS 


13.6 


Dermal nbroblast lL-4 


ll.o 


Dendritic cells anti- 

rn40 


12.2 


BD Colitis 2 


7.1 


Monocytes rest 


10.0 


IBD Crohn's 


5.5 


Monocytes LPS 


25.3 


Colon 


53.6 


Macrophages rest 


29.3 


Lung 


5.6 
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Macrophages LPS 


7.2 


Thymus 


27.5 


HUVEC none 


24.1 


Kidney 


51.4 


HUVEC starved 


33.9 







CNS_neurodegeneration_vl.O Summary: Ag3509 This panel confirms the expression of 
this gene at low levels in the brain in an independent group of individuals. However, no 
differential expression of this gene was detected between Alzheimer's diseased postmortem 
brains and those of non-demented controls in this experiment. 

General_screening__paneLvL4 Summary: Ag3509 Highest expression of the CG59704-01 
gene is detected in a sample derived from a lung cancer cell line (CT=3 1.69). Thus, expression 
of this gene can be used in distinguishing this sample from other samples in this panel. 
Furthermore, moderate expression of this gene is associated with cell lines derived from 
pancreatic, brain, colon, gastric, renal, lung, breast and ovarian cancers. Therefore, therapeutic 
modulation of the activity of this gene or its protein product, through the use of small molecule 
drugs, or antibodies, might be beneficial in the treatment of these cancers. 

Panel 4D Summary: Ag3509 Expression of the CG59704-01 gene is stimulated in T cells, 
LAK cells and B cells, with highest expression in primary activated Trl cells (CT=32). 
Therefore, therapeutics designed with the protein encoded for by this transcript could be 
important in regulating T and B cell function and treating T cell/B cell mediated diseases such 
as asthma, arthritis, psoriasis, IBD, allergies, hypersensitivity reactions, microbial and viral 
infections systemic lupus erythematosus, multiple sclerosis, chronic obstructive pulmonary 
disease and systemic lupus erythematosus. 

Furthermore, expression of this gene is decreased in colon samples from patients with 
IBD colitis and Crohn's disease relative to normal colon. Therefore, therapeutic modulation of 
the activity of this gene product may be useful in the treatment of inflammatory bowel disease. 

across all of the samples on this panel (data not shown). 



CA. CG59628-01: short-chain dehydrogenase like homo sapiens 

Expression of gene CG59628-01 was assessed using the primer-probe set Ag3500, 
described in Table CAA, Results of the RTQ-PCR runs are shown in Tables CAB and CAC. 
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Table CAA. Probe Name Ag3500 



PCT/ljS02/(»690« 



r 1 IlllCI a 


Sequences 


Length 


Start 
Position 


SEQ ID 


Forward 


5 • -gcagatgtggtgatgagtatga - 3 ' 


22 


1159 


638 


Probe 


TET-5 ' -tcaggtaaactaaaaccaacaatggca-S * - 
TAMRA 


27 


1207 


639 


Reverse 


5 • -atcttcaatttccctgacatga-3 ' 


22 


1235 


640 



Table CAB . General_scrcening_panel__vl.4 





Rel. Exp.(%) Ag3500, 
Run 217131378 


Tissue Name 


Rel. Exp.(%) Ag3500, 
Run 217131378 


Adipose 


25.0 


Renal ca. TK-10 


82.4 


Melanoma* 
Hs688(A).T 


19.3 


Bladder 


15.6 


Melanoma* 

Hs688(B).T 


18.3 


Gastric ca. (liver met.) 


36.3 


Melanoma* Ml 4 


33.9 


Gastric ca. KATO III 


51.1 


Melanoma* 
LOXIMVI 


36.3 


Colon ca. SW-948 


17.8 


Melanoma* SK- 
MEL-5 


61.1 


Colon ca. SW480 


66.4 


Squamous cell 
carcinoma SCC-4 


17.0 


Colon ca.* (SW480 
met) SW620 


36.1 


Testis Pool 


11.4 


Colon ca. HT29 


il.o 


Prostate ca.* (bone 
met) PC-3 


35.1 


Colon ca.HCT-116 


46.0 


Prostate Pool 


3.9 


Colon ca. CaCo-2 


58.6 


Placenta 


1.2 


Colon cancer tissue 


24.1 


Uterus Pool 


1.9 


Colon ca. SW1116 


o. 1 


Ovarian ca. 
OVCAR-3 


12.2 


Colon ca. Colo-205 


12.1 


Ovarian ca. SK-OV- 
3 


55.9 


Colon ca. S W-48 


25.0 


OVCAR-4 


7.2 


Colon Pool 


^ /■ '\ 


Ovarian ca. 
OVCAR-5 


47.6 


Small Intestine Pool 


9.9 


Ovarian ca. IGROV- 
1 


23.8 


Stomach Pool 


6.2 


Ovarian ca. 
OVCAR-8 


16.5 


Bone Marrow Pool 


4.6 


Ovary 


31.2 


Fetal Heart 


27.0 
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Breast ca. MLr-/ 


Q 7 


Heart rool 


1 T n 

\Z,y 


Breast ca. MUA- 
MB-23 1 


33.2 


Lymph Node Pool 


13.1 


Breast ca BT 549 


42.0 


Fetal Skeletal Muscle 


13.7 


Breast ca T47D 


90.8 


Skeletal Muscle Pool 


40.9 


Breast ca. MDA-N 


18.9 


Spleen Pool 


11.6 


Breast rool 


1/11 


Thymus Pool 


13.4 


Trachea 


1.1 


CNS cancer (glio/astro) 

U0/-MO 


27.0 


Lung 


8.1 


CNS cancer (glio/astro) 

T T 1 1 0 \>f/^ 

U-1 lo-MU 


39.0 


Fetal Lung 


11.1 


CNS cancer 
(neuro;metj brv-N-A^ 


20.0 


Lungca.NCI-N417 


4.4 


CNS cancer (astro) SF- 
539 


15.0 


Lung ca. LX- 1 


30.1 


CNS cancer (astro) 


100.0 


Lung ca.NCI-H 146 : 


1.7 


CNS cancer (glio) 

cxrD 1 Q 


22.5 


Lung ca. SHP-77 


27.4 


LiNb cancer (glio) br- 
295 


20.6 


Lun£? ca. A549 


24.5 


Brain fAmv&dala) Pool 


4.5 


Lung ca. NCI-H526 ; 


5.6 


Brain (cerebellum) 


1.8 


Lung ca. NLl-HzJ 


23.0 


Brain (letal) 




Lungca.NCI-H460 


22.2 


Brain (Hippocampus) 

Pool 


9.2 


Lung ca. rlUr-oz 


1 yi /I 

14.4 


Lerebral Cortex rool 


1 1 "7 
11,/ 


Lung ca. NCI-H522 


24.0 


Brain (Substantia nigra) 
Pool 


1.1 


Liver 


L2 


Brain fThalamus^ Pool 


10.1 


Fetal Liver 


28.7 


Brain (whole^ 


2.8 


T iver ra HenfT2 


36 6 


Sninal Cord Pool 


17.2 


Kidnpv Pool 


10.8 


Adrenal Oland 


18.6 


Fetal Kidnev 


13.6 


Pituitarv ffland Pool 


2.4 


Renal ca 786-0 


44.1 


Salivarv Oland 


1.7 


x\.ciicii ud. i\^yo 


t -» 

1 J, / 


Tliyioiu (fciiidle) 




Renal ca. ACHN 


19.1 


Pancreatic ca. CAPAN2 


34.9 


Renal ca.UO-31 ; 


37.4 


Pancreas Pool 


22.8 



Table CAC. Panel 4D 





Rel. Exp.(%) 




ReL Exp.(%) 


Tissue Name 


Ag3500, Run 


Tissue Name 


Ag3500, Run 




166441942 




166441942 



888 



wo 02/072757 



PCT/l;S02/0690S 



Secondary Thl act 


6.0 


HUVEC IL-lbela 


6.8 


Secondary Th2 act 


1 A 1 

10.1 


HUVcL iriN gamma 


1 7 1 
1 /.I 


Secondary Trl act 


14.0 


HUVhL liNr aipna + irlN 


5.6 


Secondary Thl rest 


4.1 


HUVEC TNF alpha + IL4 


6.2 


Secondary Th2 rest 


2.4 


HUVEC IL-l 1 


1 .1 


Secondary Trl rest 


3.1 


Lung Microvascular EC 
none 


6.0 


Primary Thl act 


1.7 


Lung Microvascular EC 
1 N r alpna + IL- 1 beta 


4.5 


Primary Th2 act 


6.4 


Microvascular Dermal EC 
none 


20.0 


Primary Trl act 


10.5 


Microsvasular Dermal EC 

T^xrn" 1 1 1 II 11 *^ 

TNFalpha + IL-lbeta 


5.9 


Primary Thl rest 


20.3 


Bronchial epithelium 
1 iNr alpna + IL l beta 


6.8 


Primary Th2 rest 


9.8 


Small airway epithelium 
none 


11.2 


Primary Trl rest 


18.0 


Small airway epithelium 
TNFalpha + IL- 1 beta 


50.7 


CD45RA CD4 
lymphocyte act 


11.5 


Coronery artery SMC rest 


6.8 


CD45RO CD4 
lymphocyte act 


8.5 


Coronery artery SMC 
TNFalpha + IL-lbeta 


5.7 


CD8 lymphocyte act 


13.2 


Astrocytes rest 


1 7 Q 


Secondary CDS 
lymphocyte rest 


6.9 


Astrocytes TNFalpha + 
IL-lbeta 


26.2 


Secondary CDS 
lymphocyte act 


6.2 


KU-812 (Basophil) rest 


13.2 


CD4 lymphocyte none 


2.1 


KU-8 12 (Basophil) 

PMA/ionomycm 


23.0 


2ry Thl/Th2/Trl_anti- 
CD95 CHll 


3.2 


CCD 11 06 (Keratinocytes) 
none 


14.5 


LAK cells rest 


2.5 


CLDl lUo (Keratmocytes) 
TNFalnha + II -Ibeta 


68.8 


LAK cells IL-2 


12.2 


Liver cirrhosis 


20.4 


T A '\X 1 1 TT ^ \ TT 1 

LAK cells IL-2+IL-12 


C\ o 

9.8 


Lupus kidney 


1 j.O 


T A 11 TT ^ 1 TT^VT 

LAK cells IL-'24-IFN 
gamma 


11.7 


NCI-H292 none 


47.0 


T A 11 TT *\ 1 TT 1 rt 

LAK cells IL-2+ IL-18 


8.0 


XT/^T TT'^A'^ TT A 

NCI-H292 lL-4 


zl.o 


T A 11 

LAK cells 


2.0 


NCI-H292 IL-9 


29.5 


NK Cells IL-2 rest 


6.3 


NCI-H292 IL-l 3 


13.3 


Two Way MLR 3 day 


6.4 


NC1-H292 IFN gamma 


12,3 


Two Way MLR 5 day 


12.3 


HPAEC none 


10.5 
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Two Way MLR 7 day 


6.3 


HPAEC TNF alpha + IL-1 
beta 


7 3 


PBMC rest 


3.3 


Lung fibroblast none 


10.1 


PBMC PWM 


1 1.6 


Lung fibroblast TNF alpha 
+ IL-1 beta 


IS 1 


PBMC PHA-L 


5.7 


Lung fibroblast IL-4 




Ramos (B cell) none 


6.1 


Lung fibroblast IL-9 


9.3 


Ramos (B cell) 
ionomycin 


8.3 


Lung iiuroblasl iL-i j 


8 1 


B lymphocytes PWM 


11 A 


Lung fibroblast IFN 
gamma 


24 5 


B lymphocytes CD40L 
and IL-4 


15.0 


Dermal fibroblast 
CCD1070rest 




EOL-1 dbcAMP 


20.7 


Dermal fibroblast 
CCD1070 TNF alpha 


47 3 


EOL-1 dbcAMP 
PMA/ionomycin 


4.7 


Dermal fibroblast 
CCD 1070 IL-1 beta 


12 4 


Dendritic cells none 


6.9 


Dermal fibroblast IFN 
gamma 


1 1 4 


Dendritic cells LPS 


n.6 


Dermal fibroblast IL-4 


48.3 


Dendritic cells anti- 
CD40 


3.8 


IBD Colitis z 


1 1 


Monocytes rest 


6.0 


IBD Crohn's 


8.4 


Monocytes LPS 


2.3 


Colon 


100.0 


Macrophages rest 


12.2 


Lung 


14.0 


Macrophages LPS 


5.4 


Thymus 


73.2 


HUVEC none 


19.2 


Kidney 


25.0 


HUVEC starved 


31.9 


1 



CNS_neurodegeneratioii_vl.O Summary: Ag3500 Results from one experiment with the 
CG59628-01 gene are not included. The amp plot indicates that there were experimental 
difificulties with this run. 



General_screening_panel_vl.4 Summary: Ag3500 Highest expression of the CG59628-01 

. , . .• 11. -..ic - /-•MO lino /'PT='; 1 \\ TViprpfnrp 

gene is oeieciea m a sampic ucti vcaa iium a woiivwi wn mhv » ........ , 

expression of this gene may be used to distinguish this sample from the other samples on this 
panel. In addition, significant expression of this gene is associated with samples derived from 
colon, ovarian, breast, renal, lung, melanoma, and brain cancer cell lines. Therefore, 
therapeutic modulation of the activity of this gene or its protein product might be beneficial ir 
the treatment of these cancers. 
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Among tissues with metabolic function, this gene is expressed at low but significant 
levels in pituitary, adipose, adrenal gland, pancreas, thyroid, and adult and fetal skeletal 
muscle, heart, and liver. This widespread expression among these tissues suggests that this 
gene product may play a role in normal neuroendocrine and metabolic and that disregulated 
expression of this gene may contribute to neuroendocrine disorders or metabolic diseases, such 
as obesity and diabetes. 

This molecule is also expressed at low levels in the CNS, including the hippocampus, 
thalamus, substantia nigra and cerebral cortex. Therefore, therapeutic modulation of the 
expression or function of this gene may be useful in the treatment of neurologic disorders, 
such as Alzheimer's disease, Parkinson's disease, schizophrenia, multiple sclerosis, stroke and 
epilepsy. 

Panel 4D Summary: Ag3500 Highest expression of the CG59628-01 gene is detected in 
colon (CT=30.3). Therefore, expression of this gene may be used to distinguish colon from the 
other tissues on this panel. Furthermore, expression of this gene is decreased in colon samples 
from patients with EBD colitis and Crohn's disease relative to normal colon. Therefore, 
therapeutic modulation of the activity of the GPCR encoded by this gene may be useful in the 
treatment of inflammatory bowel disease. 

CB, CG59671-02: acetyl-coenzyme A synthetase 

Expression of gene CG59671-02 was assessed using the primer-probe sets Ag3506 and 
Ag3581 , described in Tables CBA and CBB. Results of the RTQ-PCR runs are shown in 
Tables CBC, CBD, CBE and CBF. 

Table CBA . Probe Name Ag3506 



Primers 


Sequences 


Length 


Start Position 


SEQ ID 

NO: 


Forward 


5 ' -aggacacagctacgtggtgtat-3 ' 


22 


1072 641 


Probe 


TET-5 ' -cctctctgcaatggtgccaccag-3 ' -TAMRA 


23 


1097 


642 


Reverse 


5 ' -gataaactggggtgctctcaa-3 • 


21 


1128 


643 


Table CBB. Probe Name Ag358l 


Primers 


Sequences 


Length 


Start Position 


SEQ ID 

NO: 
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Forward 


5 ' -aggacacagctacgtggtgtat-3 ' 


22 


1072 


644 


Probe 


TET-5 ' -cctctctgcaatggtgccaccag-3 ' -TAMRA 


23 


1097 


645 


Reverse 


5 ' -gataaactggggtgctctcaa-3 ' 


21 


1128 


646 



Table CBC . CNS_neurodegeneration_vl.O 



Tissue 
Name 


Rel. Exp.(%) 
Ag3506, Run 
210497900 


Rel. Exp.(%) 
Ag3581, Run 
210643840 


Tissue 
Name 


Rel. Exp.(%) 
Ag3506, Run 
210497900 


Rel. Exp.(%) 
Ag3581, Run 
210643840 


AD 1 Hippo 


30.1 


36.9 


Control 
(Path) 3 
Temporal 
Ctx 


15.8 


21.5 


AD 2 Hippo 


87.7 


89.5 


Control 
(Path) 4 
Temporal 
Ctx 


42.6 


53.6 


AD 3 Hippo 


12.5 


12.5 


AD 1 

Occipital 

Ctx 


35.6 


31.4 


AD 4 Hippo 


29.1 


38.4 


AD 2 

Occipital 

Ctx 

(iviissingj 


0.0 


0.0 


AD 5 Hippo 


55.5 


69.3 


AD 3 
Occipital 

LIX 


17.8 


18.7 


AD 6 Hippo 


24.1 


33.4 


AD4 
Occipital 

v^rx 


47.0 


38.4 


Control 2 
Hippo 


42.3 


56.3 


ADS 
Occipital 

LIX 


42.9 


26.1 


Control 4 
Hippo 


42.6 


60.3 


AD6 
Occipital 


24.3 


51.1 


Control 
^fain^ J 
Hippo 


t r\ n 


23 0 


Control 1 
Ctx 


20 3 


16.2 


AD 1 

Temporal 

Ctx 


63.7 


48,3 


Control 2 
Occipital 
Ctx 


71.2 


63.7 


AD2 

Temporal 

Ctx 


60.7 


87.7 


Control 3 
Occipital 
Ctx 


35.4 


41.5 


ADS 
Temporal 


15.9 


15.6 


Control 4 
Occipital 


20.0 


27.9 
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Ctx 




Ctx 






AD4 

Temporal 

Ctx 


47.0 


57.0 


Control 
(Path) 1 
Occipital 
Ctx 


81.2 


100.0 


AD 5 Inf 
Temporal 
Ctx 


68.3 


72.2 


Control 
(Path) 2 
Occipital 
Ctx 


18.9 


26.4 


AD 5 SuD 
Temporal 
Ctx 


65.5 


57.8 


Control 
(Path) 3 
Occipital 

Ctx 


15.7 


10.1 


AD 6 Inf 
Temporal 
Ctx 


29.5 


35.6 


Control 
(Path) 4 
Occipital 
Ctx 


24.8 


26.8 


AD 6 Sup 
Temporal 
Ctx 


31.2 


31.9 


Control 1 

Parietal Ctx 


21.9 


33.7 


Control 1 
Temporal 
Ctx 


22.5 


29.3 


Control 2 

£al ICldl v^LA 


51.8 


79.0 


Control 2 
Temporal 
Ctx 


55.1 


58.6 


Control 3 


31.4 


38.4 


Control 3 
Temporal 
Ctx 


26.4 


34.6 


Control 
(Path) 1 
Parietal Ctx 


100.0 


93.3 


Control 3 
Temporal 

Ctx 


35.6 


35.8 


Control 
(Path) 2 
Parietal Ctx 


51.1 


57.4 


Control 
(Path) 1 
Temporal 
Ctx 


62.9 


73.7 


Control 
(Path) 3 
Parietal Ctx 


17.1 


17.2 


Control 
(Path) 2 
Temporal 
Ctx 


54.0 


55.1 


Control 

(Path) 4 
jParietal Ctx 


54.3 


55.9 



Table CBD . General_screening_j)anel_vl.4 



Tissue Name 


Rel. Exp.(%) 
Ag3506, Run 
217236187 


Rel. Exp.(%) 
Ag3S81,Run 
217423588 


Tissue Name 


Rel. Exp.(%) 
Ag3506, Run 
217236187 


Rel. Exp.(%) 
Ag3581, Run 
217423588 


Adipose 


3.6 


3.5 


Renal ca. TK-10 


4.1 


3.4 
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Melanoma* 
Hs688(A).T 


1.8 


1.0 1 


Bladder 


16.5 


12.2 


Melanoma* 
Hs688(B).T 


0.6 


0.6 


Gastric ca. (liver 

\ vT/^i KIC7 

met.) NCI-Mo / 


2L5 


17.3 


Melanoma* 
M14 


100.0 


30.4 


Gastric ca. 
kai u Hi 


63.3 


53.2 


Melanoma* 
LOXIMVI 


0.0 


0.0 


Colon ca, SW- 


8.0 


5.0 


Melanoma* 
SK-MEL-5 


7.5 


100.0 


Colon ca. SW480 


20.7 


16.6 


Squamous cell 

carcinoma 

SCC-4 


10.9 


6.3 


Colon ca.* 
(SW4oU met; 

SW620 




0 1 


Testis Pool 


11.9 


9.8 


Colon ca. HT29 


24.7 


15.7 


Prostate ca.* 
(bone met) 
PC-3 


2.0 


2.3 


Colon ca. HCT- 
116 


0.0 


0.0 


Prostate Pool 


13.0 


7.5 


Colon ca. CaLo-z 


60.3 40.1 


Placenta 


87.1 


50.3 


Colon cancer 
tissue 


30.8 


18.8 


Uterus Pool 


7.0 


4.5 


Colon ca. 
o W 1110 


5.3 


2.4 


Ovarian ca. 
OVCAR-3 


28.5 


14.4 


Colon ca. Colo- 
one 


1.9 


1.9 


Ovarian ca. 
SK-OV-3 


7.7 


4.2 


Colon ca. SW-48 


33.2 


16.8 


Ovarian ca. 
OVCAR-4 


2.6 


1.0 


Colon Pool 


14.3 


15.1 


Ovarian ca. 
OVCAR-5 


28.3 


14.1 


Small Intestine 

rool 


15.0 


7.4 


Ovarian ca. 
IGROV-1 


0.5 


0.2 


Stomach Pool 


8.3 


4.8 


Ovarian ca, 
OVCAR-8 


1.4 


1.1 


Bone Marrow 
Pool 


7.3 


4.7 


Ovary 


7.9 


7.3 


Fetal Heart 


16.0 


12.8 


Breast ca. 


3.8 


2.1 


Heart Pool 


13.1 


10.1 


Breast ca. 

MDA-MB- 

231 


8.2 


6.0 


Lymph Node 
Pool 


16.3 


9.2 


Breast ca. BT 
549 


1.6 


1.2 


Fetal Skeletal 
Muscle 


6.9 


3.7 


Breast ca. 

I H lU 


62.9 


31.2 


Skeletal Muscle 
Pool 


18.9 


15.1 


Breast ca. 
MDA-N 


29.7 


15.4 


Spleen Pool 


8.8 


6.9 
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Breast Pool 


12.5 


8.8 


Thymus Pool 


19.6 


11.6 


Trachea 


12.4 


8.2 


CNS cancer 
(glio/astro) U87- 
MG 


0.6 


0.3 


Lung 


1.7 


0.8 


CNS cancer 
(glio/astro) U- 
118-MG 


0.4 


0.2 


Fetal Lung 


29.7 


18.0 


CNS cancer 
(ncuro;met) SK- 

XT A C 
JN-Ao 


3.4 


2.2 


Lung ca. NCI- 

"VTil 1 T 

N417 


0.1 


0.0 


CNS cancer 

(astro; or-jov 


0.1 


0.0 


Lung ca. LX- 
1 


0.1 


0.1 


CNS cancer 
(asiroj oINd- / j 


10.4 


2.1 


Lung ca. NCL 

T T 1 i4 ^ 

H146 


0.3 


0.1 


CNS cancer 


1.0 


0.2 


Lung ca. 
SHP-77 


7.8 


5.0 


CNS cancer 
^giioj or-zyj 


1.3 


0.6 


Lung ca. 
A549 


7.8 


5.1 


Brain 

(Amygaaiaj rooi 


10.3 


5.9 


Lung ca. NCI- 
H526 


10.2 


2.5 


Brain 

(cereDeiiumj 


32.3 


21.0 


Lung ca. NCI- 
H23 


3.4 


3.2 


Brain (fetal) 


9.7 


4.7 


Lung ca. NCI- 
H460 


1.9 


0.8 


Brain 

(Hippocampus) 

rOOl 


15.5 


10.6 


Lung ca. 
HOP-62 


0.9 


0.6 


Cerebral Cortex 
rOOl 


20.7 


14.5 


Lung ca. NCI- 
H522 


0.1 


0.1 


Brain (Substantia 
nigra) Pool 


18.8 


9.9 


Liver 


0.8 


0.5 


Brain ( i naiamus ) 
Pool 


15.9 


10.4 


Fetal Liver 


in 1 
J /.I 




orain \wnoicj 




1 *T. J 


Liver ca. 

HepG2 


1.8 


0.8 


Spinal Cord Pool 


14.8 


9.0 


Kidney rool 


lO.I 




/vGrenai oidnu 


J.U 


3 8 


Fetal Kidney 


6.2 


6.0 


Pituitary gland 

rOOl 


1.6 


1.0 


Renal ca. 786- 
0 


0.3 


0.1 


Salivary Gland 


15.3 


8.6 


Renal ca. 
A4v8 


1.8 


1.1 


Thyroid (female) 


11.0 


11.4 


IvCIlcll Ca. 

ACHN 


4.3 


1.4 


Pancreatic ca 
CAPAN2 


0.3 


0.2 


Renal ca. UO- 


9.3 


2.5 


Pancreas Pool 


16.7 


16.5 
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Table CBE. Panel 4.1 D 



Tissue Name 


Rel. Exp.(%) 
Ag3581,Run 
169910402 


Tissue Name 


Rel. Exp.(%) 
Ag3581,Run 
iDyviU4Uz 


Secondary Thl act 


36.6 


HUVEC IL-lbcta 


4,0 


Secondary Th2 act 


38.2 


HUVEC IFN gamma 


19.5 


k^wv/VJiiucu y 111 (lU'L 


45.1 


HUVEC TNF alpha + IFN 

gamma 


5.3 


Secondary Thl rest 


72.2 


HUVEC TNF alpha + IL4 


2.6 


Secondary Th2 rest 


58.2 


HUVEC IL-U 


11.5 


Secondary Trl rest 


in A 

/y.u 


Lung Microvascular EC 
none 


97 Q 


Pnmary Thl act 


zi.Z 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


95^ 1 


Pnmary Th2 act 


AO ^ 


Microvascular Dermal EC 
none 


7 0 


Primary Trl act 


Jo. 4 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


in ^ 


Pnmary Thl rest 


yu.5 


Bronchial epithelium 

TNFalpha + ILlbeta 




Primary Th2 rest 


no 0 
99.3 


Small airway epithelium 
none 


1 7 


Primary Trl rest 


90.8 


Small airway epithelium 
TNFalpha + IL-lbeta 


3.2 


CD45RA CD4 

lymphocyte act 


15.2 


Coronery artery SMC rest 


0.3 


CD45RO CD4 
lymphocyte act 


45.1 


Coronery artery SMC 
TNFalpha + IL-lbeta 


0.3 


CDS lymphocyte act 


36.3 


Astrocytes rest 


0.0 


Secondary CDS 
lymphocyte rest 


n A 
z/.U 


Astrocytes TNFalpha + 
IL-lbeta 




Secondary CDS 
lymphocyte act 

r^T^4 Ivmnlinpvtp nnnp 
v^'LyH lyiiipiiuwjriv iiv/iiw 


41.2 


K.U-0IZ ^rsasopniij resi 


inn n 


11 0 


KU-8 12 (Basophil) 
PMA/ionomycin 


25.2 


2ryThl/Th2/Trl anti- 
CD95 CHll 


77.4 


CCD 11 06 (Keratinocytes) 
none 


13.0 


LAK cells rest 


40.6 


CCD 1 106 (Keratinocytes) 
TNFalpha + IL-lbeta 


19.3 


LAK cells IL-2 


66.0 


Liver cirrhosis 


8.9 


LAK cells IL-2+IL-12 


28.3 


NCI-H292 none 


0.5 


LAK cells IL-2+IFN 


34.9 


NCI-H292 IL-4 


0.8 
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eamma 


1 


LAK cells IL-2+IL- 18 


32,1 


NCI-H292 IL-9 


0,8 


LAK cells 
PMA/ionomycin 


9.3 


NCI-H292 IL-13 


1.2 


NK Cells IL-2 rest 


82.4 


NCI-H292 IFN ganuna 


3.0 


Two Way MLR 3 day 


59.9 


HPAEC none 


8.0 


iWO Way iVlLflv J {Jay 


28.7 


HPAECTNF alpha + IL-1 
beta 


7.7 


Two Way MLR 7 day 


27.4 


Lung fibroblast none 


1.9 


PBMC rest 


45.1 


Lung fibroblast TNF alpha 
+ IL-1 beta 


0.1 


PBMC PWM 


19.5 


Lung fibroblast IL-4 


1,2 


PBMC PHA-L 


28.1 


Lung fibroblast IL-9 


0.3 


Ramos (B cell) none 


47.0 


Lung fibroblast lL-13 


0.6 


Ramos (B cell) 
ionomycin 


37.4 


Lung fibroblast IFN 
gamma 


2.6 


B lymphocytes PWM 


16.4 


Dermal fibroblast 
CCD 1070 rest 


3.6 


B lymphocytes CD40L 
and IL-4 


48.6 


Dermal fibroblast 
CCD1070 TNF alpha 


73.7 


rlUL'" 1 UOC/vlVlr 


0 3 


Dermal fibroblast 
CCD1070 IL-1 beta 


3.5 


EOL-l dbcAMP 
PMA/ionomycin 


0.0 


Dermal fibroblast IFN 

gamma 


8.3 


Dendritic cells none 


24.0 


Dermal fibroblast IL-4 


6.1 


Dendritic cells LPS 


6.5 


Dermal Fibroblasts rest 


23.0 


Dendritic cells anti- 
CD40 


24.1 


Neutrophils TNFa+LPS 


2.1 


Monocytes rest 


44.8 


Neutrophils rest 


ft 7 
o. / 


Monocytes LPS 


10.7 


Colon 




Macrophages rest 


38.7 


Lung 


01 7 


Macrophages LPS 


9.5 


Thymus 


75.3 


HUVEC none 


2.9 


Kidney 


84.7 


HUVEC starved 


3.3 






Table CBF. Panel 4D 


Tissue Name 


ReL Exp.(%) 
Ag3506, Run 
166407188 


Tissue Name 


Rel. Exp.(%) 
Ag3506, Run 
166407188 


Secondary Thl act 


8.4 


HUVEC IL-1 beta 


0.4 


Secondary Th2 act 


7.2 


HUVEC IFN gamma 


6.7 


Secondary Trl act 


11.4 


HUVEC TNF alpha + IFN 
gamma 


1.1 
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Secondary Thl rest 


31.6 


HUVEC TNF alpha + IL4 


1.0 


Secondary Th2 rest 


111 
13.7 


TTT n TT^/^ IT 1 1 

HUVEC IL-1 1 


2. J 


Secondary Trl rest 


22.5 


Lung Microvascular EC 
none 


3.8 


Primary Thl act 


3.9 


Lung Microvascular EC 
TNFalpha IL-1 beta 


4.0 


Primary Th2 act 


14.6 


Microvascular Dermal EC 
none 


3.4 


Primary Trl act 


14.3 


Microsvasular Dermal EC 
TNFalpha + IL-1 beta 


2.8 


Primary Thl rest 


69.7 


Bronchial epithelium 
TNFalpha + ILlbeta 


0.9 


Primary Th2 rest 


44.1 


Small airway epithelium 
none 


0.2 


Primary Trl rest 


28.9 


Small airway epithelium 
TNFalpha + IL- 1 beta 


1.2 


CD45RA CD4 
lymphocyte act 


3.2 


Coronery artery SMC rest 


0.0 


CD45RO CD4 

lymphocyte act 


12.3 


Coronery artery SMC 
TNFalpha + IL-1 beta 


0.3 


CDS lymphocyte act 


8.7 


Astrocytes rest 


0.1 


Secondary CDS 
lymphocyte rest 


9.5 


Astrocytes TNFalpha + 
IL-1 beta 


0.1 


Secondary CDS 
lymphocyte act 


12.0 


KU-8 12 (Basophil) rest 


18.3 


CD4 lymphocyte none 


9.6 


KU-8 12 (Basophil) 
PMA/ionomycin 


14.9 


2ry Thl/Th2/Trl_anti- 
CD95 CHll 


23.8 


CCDl 106 (Keratinocytes) 
none 


2.0 


LAK cells rest 


6.8 


CCDl 106 (Keratinocytes) 


11.7 


LAK cells lL-2 


21.2 


Liver cirrhosis 


5.4 


LAK cells IL-2+IL-12 


8.5 


Lupus kidney 


12.2 


LAK cells IL-2+IFN 
gamma 


12.2 


NCI-H292 none 


0.2 


LAK cells IL-2+ IL-IS 


12.0 


NCI-H292 IL-4 


u.z 


LAK cells 
i^ivi/v lonom yc m 


1.8 


NC1-H292 IL-9 


0.2 


jNJs. v^eiis liy-z rest 


1 f, D 

10. \J 




0.0 


Two Way MLR 3 day 


16.6 


NCI-H292 EFN gamma 


0.1 


Two Way MLR 5 day 


7.2 


UPAEC none 


2.y 


Two Way MLR 7 day 


9.6 


HPAEC TNF alpha + IL-1 
beta 


2.8 


PBMC rest 


8.5 


Lung fibroblast none 


0.5 


PBMC PWM 


3.5 


Lung fibroblast TNF alpha 


0.6 
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+ IL-1 beta 




PBMC PHA-L 


2.8 


Lung fibroblast IL-4 


0.1 


Ramos (B cell) none 


1 i.j 


Lung iioroblast iL-v 




Ramos (B cell) 
ionomycin 


5.6 


Lung fibroblast IL-1 3 


0.0 


B lymphocytes PWM 


6.2 


Lung fibroblast IFN 
gamma 


0.5 


B lymphocytes CD40L 

1 f T A 

and lL-4 


12.2 


Dermal fibroblast 

LL-Uiu/u rest 


1.1 


EOL-1 dbcAMP 


0.1 


Dermal fibroblast 
LL-Uiu/u iJNr aipna 


21.8 


EOL-1 dbcAMP 
PMAyionomycin 


0.0 


Dermal fibroblast 
LLDlU/UlL"i beta 


1.0 


Dendritic cells none 


4.3 


Uermai iiDroDiast LtIN 
gamma 


2.1 


Dendntic cells LriS 


1 A 

1.4 


L/ermai iiuroDiasi ij-r-*f 


1 .o 


Dendritic cells anti- 
rD40 


4.6 


IBD Colitis 2 


2.6 


ivi\jiiv/w y iwo 


11.9 


IBD Crohn's 


5.5 


iviviik/w y Lvo i^x kj 


1.7 


Colon 


100.0 


iVldL/HJpllagCo I vol 


9 3 


Lune 


5.9 


Macrophages LPS 


1.6 


Thymus 


37.9 


HUVEC none 


0.9 


Kidney 


24.7 


HUVEC starved 


1.7 







CNS_neurodegeneration_vl.O Summary: Ag3506/Ag3581 This panel confirms the 
expression of the CG59671-02 gene at significant levels in the brain in an independent group 
of individuals. However, no differential expression of this gene was detected between 
Alzheimer's diseased postmortem brains and those of non-demented controls in this 
experiment. 



This gene is expressed at moderate levels throughout the CNS, including in amygdala, 
substantia nigra, thalamus, cerebellum, cerebral cortex, and spinal cord as observed in panel 

1 A TUa'we^fr^yo. fViir ncy^ck rv>r^^, r\^*y^.^ o rrklo in r»tV»P»r r'/antrol np»r\/r»11C C^/ct^»m HlCnrHfTQ CUpH 35 

Parkinson's disease, epilepsy, multiple sclerosis, schizophrenia and depression 

Geaeral_screeningjanel_vL4 Summary: Ag3506/Ag3581 Two experiments produce 
results that are in very good agreement. Highest expression of the CG59671-02 gene is 
observed in samples derived fi-om melanoma cell lines (CTs=23-35). Thus, expression of this 
gene can be used in distinguishing these samples from other samples in the panel. In addition, 
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significant levels of expression of this gene are also associated with colon cancer, ovarian 
cancer, breast cancer, and lung cancer cell lines. Therefore, therapeutic modulation of the 
activity of this gene or its protein product might be beneficial in the treatment of these cancers. 

This gene is also expressed at low to moderate levels in a number of tissues with 
metabolic or endocrine function, including adipose, adrenal gland, gastrointestinal tract, 
pancreas, skeletal muscle and thyroid. Therefore, therapeutic modulation of the activity of this 
gene may prove useful in the treatment of endocrine/metabolically related diseases, such as 
obesity and diabetes. 

This gene is also expressed at high to moderate levels in all regions of the CNS 
examined. Please see Panel CNS_neurodegeneration_vl.O for discussion of utility of this gene 
in the central nervous system. 

Panel 4.1D Summary: Ag3581 Highest expression of the CG59671-02 gene is observed in 
the resting KU-812 sample (CT=29.18). In addition, high expression of this gene is detected in 
colon, lung, thymus and kidney. Therefore, therapies designed with the protein encoded for by 
this gene could be important in the treatment of inflammatory or autoimmune diseases that 
affect the kidney, lung and kidney including, asthma, allergies, lupus and glomerulonephritis. 
Expression of this gene is decreased in colon samples from patients with IBD colitis and 
Crohn's disease relative to normal colon. Therefore, therapeutic modulation of the activity of 
the protein encoded by this gene may also be useful in the treatment of inflammatory bowel 
disease. 

Expression of this gene appears to be down-regulated in activated primary and 
secondary Thl, Th2, and Trl cells. Also, TNF alpha stimulates the expression of this gene in 
resting dermal fibroblasts. Therefore, therapeutics designed with the protein encoded by this 
transcript could be important in regulating T cell function and treating diseases such as 
asthma, arthritis, psoriasis, IBD, and systemic lupus erythematosus. 

Panel 4D Summary: Ag3506 Highest expression of CG59671-02 is observed colon sample 
(CT=27.3). Overall, the expression pattern using this probe is in excellent agreement with 
results in panel 4. ID for Ag358 1 . Please see that panel for discussion of utility of this gene in 
inflammation. 



CC CG56870.01:NDR3 
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Expression of gene CG56870-01 was assessed using the primer-probe set Ag2075, 
described in Table CCA. Results of the RTQ-PCR runs are shown in Tables CCB, CCC, CCD 
and CCE. Please note that CG56870-02 represents a full-length physical clone of the 
CG56870-01 gene, validating the prediction of the gene sequence. 



Table CCA . Probe Name Ag2075 



Primers 


Sequences 


Length 


Start 
Position 


SEQID 
NO: 


Forward 


5 ■ -catggatgaacttcaggatgtt-3 ' 


22 


70 


647 


Probe 


TET-5 ' -cagctcacagagatcaaaccacttct-3 ' - 

TAMRA 


26 


92 


648 


Reverse 


5 ' -tgacagtcaaagtcctggaagt-3 ' 


22 


141 


649 



Table CCB. Panel 1.3D 



Tissue Name 


Rel. Exp.(%) Ag2075, 
Run 152355202 


Tissue Name 


D^I Vvr\ {^A.\ Ao?n7^ 
KCI. ILXp.^ /o } AgxU fjj 

Run 152355202 


Liver adenocarcinoma 


1 1 n 

11. 9 


KJdney (letal J 


1 A 


Pancreas 


0.8 


Renal ca. 786-0 


3.5 


Pancreatic ca. CAP AN 
2 


1.6 


Renal ca. A498 


12.9 


Adrenal gland 


2.4 


Renal ca. RXF 393 


1.5 


Thyroid 


1.8 


Renal ca. ACHN 


1 7 


Salivary gland 


1.2 


Renal ca. UO-31 


6.8 


Pituitary gland 


2.4 


Renal ca. TK-10 


2.8 


Brain (fetal) 


3.2 


Liver 


0.4 


Brain (whole) 


25.2 


Liver (fetal) 


0.8 


Brain (amygdala) 


14.1 


Liver ca. 

(hepatoblast) HepG2 


6.7 


Brain (cerebellum) 


10.8 


Lung 


2.1 


Brain (hippocampus) 


39.8 


Lung (fetal) 


3.2 


Brain (substantia nigra) 


2.7 


Lung ca. (small cell) 
LX-1 


4.1 


Brain (thalamus) 


12.4 


Lung ca. (small cell) 
NCI-H69 


3.8 


Cerebral Cortex 


100.0 


Lung ca. (s.cell var.) 
SHP-77 


3.8 


Spinal cord 


3.5 


Lung ca. (large 
cell)NCLH460 


0.6 


gHo/astro U87-MG 


6.4 


Lung ca. (non-sm. 
cell) A549 


3.0 


glio/astroU-118-MG 


10.4 


Lung ca. (non-s.cell) 


7.7 
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NCI-H23 




astrocytoma SW1783 


5.1 


Lung ca. (non-s.cell) 
HOP-62 


3.1 


neuro*; met SK-N-AS 


6.2 


Lung ca. (non-s.cl) 
NC1-H522 


6.3 


astrocytoma SF-539 


5.4 


Lung ca. (squam.) 
SW 900 


1.4 


astrocytoma SNB-75 


6.7 


Lung ca. (squam,) 
NCI-H596 


1.4 


glioma SNB-19 


3.1 


Mammary gland 


2.4 


glioma U251 


2.0 


Breast ca.* (pl.ef) 
MCF-7 


1.8 


glioma SF-295 


3.4 


Breast ca.* (pl.ef) 
MDA-MB-23 1 


11.6 


Heart (fetal) 


6.7 


Breast ca.* (pi.ei) 
T47D 


9.0 


Heart 


1.4 






Skeletal muscle (fetal) 


18.0 


Breast ca. MDA-N 


4.2 


Skeletal muscle 


0.7 


Ovary 


13.4 


Bone marrow 


0.9 


Ovarian ca. OVCAR- 
3 


1.8 


Thymus 


0.9 


Ovarian ca. OVCAR- 
4 


1.6 


Spleen 


3.7 


Ovarian ca. OVCAR- 
5 


1.8 


Lymph node 


1.9 


Ovarian ca. OVCAR- 
8 


4.9 


Colorectal 


3.3 


Ovarian ca. IGROV- 

1 


1.6 


Stomach 


2.7 


Ovanan ca.* (ascites) 

orv w V 


5.8 


Small intestine 


2.5 


Uterus 


2.4 


Colon ca. SW480 


10.4 


Placenta 


1.2 


Colon ca.* 
SW620(SW480 met) 


3.7 


Prostate 


6.0 


Colon ca HT2Q 


46 


Prostate ca.* (bone 
met)PC-3 


4 5 


Colon ca. HCT-116 


3.6 


Testis 


1.7 


Colon ca. CaCo-2 


10.3 


Melanoma 
Hs688(A).T 


3.8 


Colon ca. 
tissue(OD03866) 


3.2 


Melanoma* (met) 
Hs688(B).T 


4.4 


Colon ca. HCC-2998 


2.6 


Meianoma UAL-C-oz 


1 A 

1.4 


Gastric ca.* (liver met) 
NCI-N87 


3.1 


Melanoma Ml 4 


1.8 
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Bladder 


0.8 


Melanoma LOX 
IMVI 


3,3 


Trachea 


2.0 


Melanoma* (met) 
SK-MEL-5 


2.4 


Kidney 


1.3 


Adipose 


1.2 



Table CCC. Panel 2.2 



Tissue Name 


Rel, Exp,(%) 
Ag2075, Run 
174255357 


Tissue Name 


Rel. Exp.(%) 
Ag2075, Run 
174255357 


Normal Colon 


27.7 


Kidney Margin 
(OD04348) 


46.3 


Colon cancer 
(OD06064) 


52.9 


Kidney malignant 
cancer (OD06204B) 


19.2 


Colon Margin 
(OD06064) 


30.1 


Kidney normal adjacent 
tissue (OD06204E) 


14.3 


Colon cancer 
(OD06159) 


5.5 


Kidney Cancer 
(OD04450-01) 


66.0 


Colon Margin 
(OD06159) 


2L0 


Kidney Margin 
(OD04450-03) 


19.8 


Colon cancer 
(OD06297.04) 


22.2 


Kidney Cancer 8120613 


3.0 


Colon Margin 
(OD06297.05) 


41.8 


Kidney Margin 
8120614 


11.0 


CC Gr.2 ascend colon 
(OD03921) 


4.0 


Kidney Cancer 9010320 


6.8 


CC Margin (OD03921) 


6.7 


Kidney Margin 
9010321 


9.7 


Colon cancer metastasis 
(OD06104) 


ILl 


Kidney Cancer 8120607 


35.6 


Lung Margin 
(OD06104) 


42.6 


Kidney Margin 

8120608 


13.7 


Colon mets to lung 
(OD04451-01) 


17 8 

1 / ,o 


Nnrmfll T ItpriK 


59.5 


Lung Margin 

/rvrvA/i/ici 


9.3 


Uterine Cancer 064011 


9.7 


Normal Prostate 


51.4 


Normal Thyroid 


8.8 


Prostate Cancer 
(OD04410) 


23.0 


Thyroid Cancer 064010 


11.2 


Prostate Margin 
(OD04410) 


19.3 


Thyroid Cancer 
A302152 


17.9 


Nomial Ovary 


22.8 


Thyroid Margin 
A302153 


5.5 


Ovarian cancer 


9.9 


Normal Breast 


33.2 
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(OD06283-03) 








Ovarian Margin 
(OD06283-07) 


17.1 


Breast Cancer 
(OD04566) 


8.5 


Ovarian Cancer 064008 


18.0 


Breast Cancer 


jO. 1 


Ovarian cancer 
(OD06145) 


6.6 


Breast Cancer 
(OD04590-01) 


18.4 


Ovarian Margin 
(OD06145) 


12.5 


Breast Cancer Mets 
(0004590-03) 


31.9 


Ovarian cancer 
(OD06455-03) 


14.7 


Breast Cancer 
Metastasis (OD04655- 
05) 


45.4 

— _ _ 


Ovarian Margin 
(OD06455-07) 


21.8 


Breast Cancer 064006 


11.5 


Normal Lung 


21.9 


Breast C ancer 9100266 


zu.y 


Invasive poor diff. lung 
adeno (ODO4945-01 


17.6 


Breast Margin 9100265 


35.1 


Lung Margin 
(ODO4945-03) 


12.2 


Breast Cancer A209073 


9.7 


Lung Malignant Cancer 
(OD03126) 


8.7 


Breast Margin 

A2090734 


22.2 


Lung Margin 
(OD03126) 


7.4 


Breast cancer 
(OD06083) 


100.0 


Lung Cancer 
(OD05014A) 


9.9 


Breast cancer node 
metastasis (OD0dUo3) 


63.7 


Lung Margin 
(OD05014B) 


21.8 


Normal Liver 


9.9 


Lung cancer (OD06081) 


5.1 


Liver Lancer 1026 


J.O 


Lung Margin 
(OD06081) 


7.9 


Liver Cancer 1025 


13.5 


Lung Cancer 
(OD04237-01) 


17.4 


Liver Cancer 6004-T 


4.8 


Lung Margin 
(OD04237-02) 


24.0 


Liver Tissue 6004-N 


9.3 


Ocular Melanoma 
Metastasis 


9.7 


Liver Cancer 6005-T 


15.7 


Ocular Melanoma 
Margin (Liver) 


4.6 


Liver Tissue 6005-N 


20.4 




Melanoma Metastasis 


19.8 


Liver Lancer 0o4UU3 


in 7 
lU. / 


Melanoma Margin 
(Lung) 


21.6 


Normal Bladder 


8.0 


Normal Kidney 


11.0 


Bladder Cancer lUii 


lU.j 


Kidney Ca, Nuclear 
grade 2 (UDU433o) 


37.6 


Bladder Cancer 


17.3 


Kidney Margin 
(OD04338) 


22.1 


Normal Stomach 


37.9 
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Kidney Ca Nuclear 
grade 1/2 (OD04339) 


21.6 


Gastric Cancer 9060397 


11.1 


Kidney Margin 
(OD04339) 


12.9 


Stomach Margin 
9060396 


20.6 


Kidney Ca, Clear cell 
type (OD04340) 


6.5 


Gastric Cancer 9060395 


22.7 


Kidney Margin 


18.4 


Stomach Margin 
9060394 


36.1 


Kidney Ca, Nuclear 
grade 3 (OD04348) 


12.9 


Gastric Cancer 064005 


8.1 



Table CCD. Panel 3D 



Tissue Name 


Rel. Exp.(%) 
Ag2075, Run 
164750734 


Tissue Name 


Rel. Exp.(%) 
Ag2075, Run 
164750734 


r^a/^\/- IVApHiillAHlsiQtnTnji 
L/aUY iVidiUllUUlcldlUiiia 


6.7 


Ca Ski- Cervical epidermoid 
carcinoma (metastasis) 


50.3 


1 Iju / I IVlCUUAlUUlaoLUllla 


9 0 


ES-2- Ovarian clear cell 
carcinoma 


13.9 


D283 Med- 
Medulloblastoma 


35.4 


Ramos- Stimulated with 
PMA/ionomycin 6h 


2.7 


PFSK-1- Primitive 
Neuroectodermal 


15.4 


Ramos- Stimulated with 
PMA/ionomycin 14h 


3.3 


XF.498. CNS 


4.4 


MEG-01- Chronic 
myelogenous leukemia 
(megokaryoblast) 


3.4 


SNB-78- Glioma 


23.3 


Raji- Burkitf s lymphoma 


3.7 


SF-268- Glioblastoma 


13.6 


Daudi- Burkitt's lymphoma 


6.5 


T98G- Glioblastoma 


18.6 


U266- B-cell plasmacytoma 




SK-N-SH- 

Neuroblastoma 

(metastasis) 


17.0 


CA46- Burkitt's lymphoma 


12 


SF-295- Glioblastoma 


8.4 


RL- non-Hodgkin*s B-cell 
lymphoma 


3.5 


Cerebellum 


74.7 


JM 1 - pre-B-cell lymphoma 


3.1 


Cerebellum 


62.4 


iurkat- T ceii ieukciuiii 


11/- 
1 1 .U 


NCI-H292. 
Mucoepidermoid lung 
carcinoma 


45,7 


TF-1- Erythroleukemia 


13.4 


DMS-114- Small cell 
lung cancer 


10.9 


HUT 78- T-cell lymphoma 


10.0 


DMS-79- Small cell lung 
cancer 


100.0 


U937- Histiocytic lymphoma 


18.2 


NCI-H146- Small cell 


30.6 


KU-812- Myelogenous 


6.0 
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lung cancer 




leukemia 




NCI-H526- Small cell 
lung cancer 


57.4 


769-P- Clear cell renal 
carcinoma 


11.3 


NCI-N417- Small cell 

lung cancer 


15.2 


Caki-2- Clear cell renal 
carcinoma 


10.4 


NCI-H82- Small cell 
lung cancer 


36.9 


SW 839- Clear cell renal 
carcinoma 


2.2 


NC1-H157- Squamous 

cell lung cancer 
(metastasis) 


51.1 


G401- Wilms* tumor 


6.2 


NCI-Hl 155- Large cell 
lung cancer 


26.6 


Hs766T- Pancreatic 
carcinoma (LN metastasis) 


42.9 


NCI-H1299- Large cell 
lung cancer 


44.4 


CAPAN-1- Pancreatic 
adenocarcinoma (liver 
metastasis) 


5.0 


NCI-H727- Lung 
carcinoid 


47.0 


SU86.86- Pancreatic 
carcmoma (liver metastasis) 


28.1 


NCI-UMC-ll-Lung 
carcmoid 


60.3 


BxPC-3- Pancreatic 
adenocarcmoma 


6.3 


LX-1- Small cell lung 
cancer 


23.5 


HP AC- Pancreatic 
adenocarcinoma 


7.4 


CoIo-205- Colon cancer 


29.5 


MIA PaCa-2- Pancreatic 
carcinoma 


3.6 


KMl 2- Colon cancer 


24.0 


CFPAC-1- Pancreatic ductal 

adenocarcinoma 


40.9 


KM20L2- Colon cancer 


8.4 


PANC-1- Pancreatic 
epithelioid ductal carcmoma 


20.9 


NCI-H716- Colon cancer 


23.3 


T24- Bladder carcinma 
(transitional cell) 


13.1 


SW-48- Colon 
adenocarcmoma 


27.0 


5637- Bladder carcinoma 


11.0 


SW1116- Colon 
adenocarcmoma 


10.0 


HT-1 197- Bladder carcinoma ^ 


9.2 


LS 174T- Colon 
adenocarcinoma 


9.9 


UM-UC-3- Bladder carcinma 
(transitional cell) 


7.2 


SW-948- Colon 
adenocarcinoma 


1.1 


A204- Rhabdomyosarcoma 


7.0 


SW-480- Colon 

adenocarcinoma 


8.8 


HT-1080- Fibrosarcoma 


16.6 


NCI-SNU-5- Gastric 
carcinoma 


7.2 


MG-63- Osteosarcoma 


16.7 


KATO III- Gastric 
carcinoma 


32.8 


SK-LMS-1- Leiomyosarcoma 
(vulva) 


26.4 


iNL-i-aiNU-io- oastnc 
carcinoma 


13.6 


SJRH30- Rhabdomyosarcoma 
(met to bone marrow) 


16.8 


NCI-SNU-1- Gastric 


16.0 


A43 1 - Epidermoid carcinoma 


9.8 
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carcinoma 








RF-1- Gastric 
adenocarcinoma 


2.1 


WM266-4- Melanoma 


12.0 


RF-48- Gastric 
adenocarcinoma 


4.0 


DU 145- Prostate carcinoma 


0.1 


MKN-45- Gastric 
carcinoma 


28.7 


MDA-MB-468- Breast 

auwii\jL'al ulllUilia 


14.7 


NC1-N87- Gastric 
carcinoma 


13.3 


SCC-4- Squamous cell 


0.9 


OVCAR-5- Ovarian 
carcinoma 


2.6 


SCC-9- Squamous cell 


0.3 


RL95-2- Uterine 
carcinoma 


7.2 


SCC- 15- Squamous cell 
carcinoma of tongue 


0.5 


HelaS3- Cervical 
adenocarcinoma 


13.4 


CAL 27- Squamous cell 
carcinoma of tongue 


21.2 



Table CCE . Panel 4D 



Tissue Name 


Kei. li,xp.(yo) 
Ag2075, Run 
152787491 


Tissue Name 


ReK Exp.(%) 
Ag2075, Run 

13Z/0/4V1 


Secondary Thl act 


46.3 


HUVEC IL-lbeta 


25.0 


occunuciry xiiz aci 


iy.Z 


HUVEC IFN gamma 


33.0 


Secondary Trl act 


31.9 


HUVEC TNF alpha + IFN 

earn ma 


13.1 


Secondary Thl rest 


11.7 


HUVEC TNF alpha + IL4 


20.7 


Secondary Th2 rest 


13.9 


HUVEC IL-11 


20.0 


Secondary Trl rest 


21.6 


Lung Microvascular EC 
none 


22.7 


Primary Thl act 


30.1 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


15.0 


Primary Th2 act 


39.2 


Microvascular Dermal EC 
none 


26.8 


Primary Trl act 


54.7 


Microsvasular Dermal EC 
TNFalpha+ IL-lbeta 


16.6 


Primary Thl rest 


84.1 


Bronchial epithelium 
TNFaipha ILibeia 


4.9 


Primary Th2 rest 


48.6 


Small airway epithelium 
none 


19.9 


Primary Trl rest 


39.0 


Small airway epithelium 
TNFaipha + IL-lbeta 


72.7 


CD45RA CD4 
lymphocyte act 


21.8 


Coronery artery SMC rest 


27.9 


CD45RO CD4 
lymphocyte act 


33.0 


Coronery artery SMC 
TNFaipha + IL-lbeta 


19.6 
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CDS lymphocyte act 


25.5 


Astrocytes rest 


20.4 


Secondary CDS 
lymphocyte rest 


21.5 


Astrocytes TNFalpha + 
IL-lbeta 


13.2 


Secondary CDS 
lymphocyte act 


29.3 


KU-8 12 (Basophil) rest 


6.3 


CD4 lymphocyte none 


12.7 


KU-8 12 (Basophil) 
PMA/ionomycin 


16.0 


2ryThl/Th2/Trl_anti- 
CD95 CHll 


25.5 


CCDl 106 (Keratinocytes) 
none 


46.0 


LAK cells rest 


26.1 


/^/~^T~V1 1 /\ /XT' A.' -A. _\ 

CCD 11 06 (Keratmocytes) 

T\rpQlnha + TT -Ihfta 
i IN F aipilct ' lij 1 UCla 


4.3 


LAK cells IL-2 


30.6 


Liver cirrhosis 


2.7 


LAK cells IL-2+IL-12 


18.2 


Lupus kidney 


3.0 


LAK cells IL-2+IFN 
gamma 


31.0 


NCI-H292 none 


76.8 


LAK cells IL-2+ IL-18 


31.2 


NCI-H292 IL-4 


94.6 


LAK cells 
rMAyionomycm 


9.5 


NCI-H292 IL-9 


97.3 


INK cells iLv-z resi 




TsJrT-T49Q7 TT -1 ^ 


59 5 


Two Way MLR 3 day 


24.0 


NCI-H292 IFN gamma 


51.8 


Two Way MLR 5 day 


23.0 


HPAEC none 


23.3 


Two Way MLR 7 day 


19.6 


HPAEC TNF alpha + IL-1 
beta 


15.8 


PBMC rest 


11.4 


Lung fibroblast none 


18.4 


PBMC PWM 


72.2 


T f"1 11 A. 'T'X TT^ 1 l_ 

Lung fibroblast TNF alpha 

-4- TT -1 hf^\c\ 


12.0 


PBMC PHA-L 


33.9 


Lung fibroblast IL-4 


35.8 


Ramos (B cell) none 


19.6 


Lung fibroblast iL-9 


25.5 


Ramos (B cell) 
ionomycin 


100.0 


Lung fibroblast IL-1 3 


18.7 


B lymphocytes PWM 


81.8 


Lung fibroblast EFN 
gamma 


38.4 


B lymphocytes CD40L 
and IL-4 


42.3 


Dermal fibroblast 
CCD 1070 rest 


48.0 


EOL-1 dbcAMP 


23.7 


Dermal fibroblast 
CCD 1070 TNF alpha 


83.5 


EOL-1 dbcAMP 
PMA/ionomycin 


13.5 


Dermal fibroblast 
CCD 1070 IL-1 beta 


13.6 


Dendritic cells none 


20.9 


Dermal fibroblast IFN 
gamma 


13.1 


Dendritic cells LPS 


11.5 


Dermal fibroblast IL-4 


36.6 


Dendntic cells anti- 
CD40 


23.2 


IBD Colitis 2 


1.8 


Monocytes rest 


19.2 


IBD Crohn's 


2.4 
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26 8 


IVldCrOpiia^Co I Col 


'^6 1 


T lino 


21 3 


Macronhapes LPS 


13.3 


Thymus 


41.5 


HUVEC none 


37.6 


Kidney 


24.3 


HUVEC starved 


58.6 





Panel 1.3D Summary: Ag2075 Highest expression of the CG56870-01 gene is detected in 
the cerebral cortex (CT=24.2). Thus expression of this gene can be used in distinguishing this 
sample from other samples in the panel. Furthermore, significant expression of this gene is 
observed throughout the CNS, including in amygdala, substantia nigra, thalamus, cerebellum, 
cerebral cortex, and spinal cord. The CG56870-01 gene encodes an Ndr3 homolog which is a 
putative member of Ndr family. This family consists of proteins from different gene families: 
Ndrl/RTP/Drgl/NDRGl, Ndr2, and Ndr3 (PFAM: IPR004142). NDRGl is a cytoplasmic 
protein involved in stress responses, hormone responses, cell growth, and differentiation. 
Mutation of this gene was reported to be causative for hereditary motor and sensory 
neuropathy-Lom. Recently, NDRG4, another memember of Ndr family, was shown to be 
expressed in neurons of the brain and spinal cord. Its expression was markedly decreased in 
the brain of Alzheimer^s disease patient (Zhou et al., 2001). Therefore, this gene may play a 
role in central nervous system disorders such as Alzheimer's disease, Parkinson's disease, 
epilepsy, multiple sclerosis, schizophrenia and depression. 

This gene also has moderate levels of expression in adipose, adrenal, thyroid, liver, 
heart, thyroid and skeletal muscle. Thus, this gene product may be important in the 
pathogenesis, diagnosis and/or treatment of metabolic and endocrine disease, including Types 
1 and 2 diabetes and obesity. 

In addition, there appears to be substantial expression in other samples derived from 
breast cancer cell lines, lung cancer cell lines, renal cancer cell lines and colon cancer cell 
lines. Thus, therapeutic modulation of this gene could be of benefit in the treatment of breast, 
lung, renal or colon cancer. 

References: 

1. Zhou RH, Kokame K, Tsukamoto Y, Yutani C, Kato H, Miyata T. (2001) 
Characterization of the human NDRG gene family: a newly identified member, NDRG4, is 
specifically expressed in brain and heart. Genomics 73(1): 86-97 
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Ag2075 The expression of this gene appears to be highest in a sample derived from a 
normal brain tissue. In addition, there appears to be substantial expression in other samples 
derived from breast cancer cell lines, lung cancer cell lines, renal cancer cell lines and colon 
cancer cell lines. Thus, the expression of this gene could be used to distinguish normal brain 
tissue from other samples in the panel. Moreover, therapeutic modulation of this gene could be 
of benefit in the treatment of breast, lung, renal or colon cancer. 

Panel 2.2 Summary: Ag2075 Highest expression of CG56870-01 is detected in breast cancer 
sample (CT=29.89). Thus expression of this gene can be used in distinguishing this sample 
from other samples in the panel. In addition, there appears to be substantial expression in other 
samples derived from breast cancers, kidney cancers and colon cancers. Therefore, therapeutic 
modulation of this could be of benefit in the treatment of breast, kidney or colon cancer. 

Panel 3D Summary: Ag2075 The expression of this gene appears to be highest in a sample 
derived from a lung cancer cell line (DMS-79)(CT=26.4). In addition, there appears to be 
substantial expression in other samples derived from pancreatic cancer cell lines, lung cancer 
cell lines, brain cancer cell lines and cervical cancer cell lines. Thus, the expression of this 
gene could be used to distinguish DMS-79 cells from other samples in the panel. Moreover, 
therapeutic modulation of this gene could be of benefit in the treatment of pancreatic, lung, 
brain or cervical cancer. 

Panel 4D Summary: Ag2075 Expression of the CG56870-01 gene is ubiquitous througout 
this panel, with highest in samples derived from ionomycin treated Ramos (B cell) cells 
(CT=26.1). Furthermore, expression of this gene is also detected in PWM treated PBMC cells 
and PWM treated B lymphocytes. Therefore, therapeutic modulation of the expression or 
function of this gene may reduce or eliminate the symptoms in patients with autoimmune and 
inflammatory diseases in which B cells play a part in the initiation or progression of the 
disease process, such as systemic lupus erythematosus, Crohn's disease, ulcerative colitis, 
multiple sclerosis, chronic obsiruciive pulmonary disease, asthma, emphysema, riicurnaluid 
arthritis, or psoriasis. 

CD. CG56870-04: N-myc downstream-regulated gene 3 

Expression of gene CG56870-04 was assessed using the primer-probe sets Ag5279 and 
Ag2075, described in Tables CDA and CDB. Results of the RTQ-PCR runs are shown in 
Tables CDC, CDD, CDE, CDF, CDG, CDH and CDl. 
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r 1 iiiici a 






Start 
Position 


SEQ ID 
NO: 


Forward 


5 ' -aggctgtgatggcggact-3 ' 


18 


873 


650 


Probe 


TET-5 ' -ttcagcctgggaagttcaccgaggcc- 
3 ' -TAMRA 


26 


912 


651 


Reverse 


5 ' -gccgagtcatgctggcagat - 3 ' 


20 


973 


652. 



Table CDB . Probe Name Ag2075 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 ' -catggatgaacttcaggatgtt-3 ' 


22 


70 


653 


Probe 


TET-5 ' -cagctcacagagatcaaaccacttct-3 ' - 

TAMRA 


26 


92 


654 


Reverse 


5 ' -tgacagtcaaagtcctggaagt-3 ' 


22 


141 


655 



Table CDC . CNS neurodegeneration vl.O 



Tissue Name 


Rel. Exp.(%) Ag5279, 
Run 230512909 


Tissue Name 


Rel. Exp.(%) Ag5279, 
Run 230512909 


AD 1 Hippo 


7.7 


Control (Path) 3 
Temporal Ctx 


1.0 


AD 2 Hippo 


8.4 


Control (Path) 4 
Temporal Ctx 


13.2 


AD 3 Hippo 


3.4 


AD 1 Occipital Ctx 


7.2 


AD 4 Hippo 


2.8 


AD 2 Occipital Ctx 
(Missing) 


0.0 


AD 5 hippo 


100.0 


AD 3 Occipital Ctx 


2.1 


AD 6 Hippo 


32.8 


AD 4 Occipital Ctx 


13.1 


Control 2 Hippo 


32.3 


AD 5 Occipital Ctx 


15.6 


Control 4 Hippo 


2.7 


AD 6 Occipital Ctx 


54.7 


Control (Path) 3 
Hippo 


1.2 


Control 1 Occipital 
Ctx 


1.1 


AD 1 Temporal Cix 


6.4 


Control 2 Occipital 
Ctx 


51.2 


AD 2 Temporal Ctx 


17.1 


Control 3 Occipital 
Ctx 


8.1 


AD 3 Temporal Ctx 


2.3 


Control 4 Occipital 
Ctx 


2.5 


AD 4 Temporal Ctx 


8.7 


Control (Path) 1 
Occipital Ctx 


66.0 


AD 5 Inf Temjjoral 
Ctx 


79.0 


Control (Path) 2 
Occipital Ctx 


5.6 
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AD 5 SupTemporal 
Ctx 


6.4 


Control (Path) 3 
(Jccipitai ctx 


1.5 


AD 6 Inf Temporal 

Ctx 


25.7 


Control (Path) 4 
Occipital Ctx 


7.6 


AD 6 Sup Temporal 
Ctx 


24.1 


Control 1 Parietal 
Ctx 


2.4 


Control 1 Temporal 
Ctx 


2.0 


Control 2 Parietal 

Ctx 


10.7 


Control 2 Temporal 

Ctx 


41.2 


Control 3 Parietal 
ctx 


16.6 


Control 3 Temporal 
Ctx 


4.6 


Control (Path) 1 
Parietal Ctx 


75.3 


Control 4 Temporal 
Ctx 


2.7 


Control (Path) 2 
Parietal Ctx 


13.7 


Control (Path) 1 
Temporal Ctx 


35.4 


Control (Path) 3 
raneiai ctx 


1.6 


Control (Path) 2 
Temporal Ctx 


27.7 


Control (Path) 4 
Parietal Ctx 


19.3 



Table CDD . General_screening_panel_vl.5 



Tissue Name 


ivei. iLxp.^ /o ) A.g3z /y^ 
Run 230509998 


Tissue Name 


JKCl. CXp.^ /o) /\g3i ly. 

Run 230509998 


Adipose 


1.3 


Renal ca. TK-10 


9.2 


Melanoma* 
Hs688(A).T 


7.6 


Bladder 


2.4 


Melanoma* 
Hs688(B).T 


8.0 


Gastric ca. (liver met.) 
NCI-N87 


8.7 


Melanoma* M14 


12.2 


Gastric ca. KATO III 


21.8 


Melanoma* 
LOXIMVI 


13.8 


Colon ca. SW-948 


4.6 


Melanoma* SK- 
MEL-5 


8.2 


Colon ca. SW480 


14.1 


Squamous cell 
carcinoma SCC-4 


6.5 


Colon ca.* (SW480 

met) SW620 


10.4 


Testis Pool 


8.2 


Colon ca. HT29 


12.3 


1 \ 

Prostate ca.* (bone 

met) PC-3 


2.3 


Colon ca. HCT-116 


12.2 


Prostate Pool 


6.2 


Colon ca. CaCo-2 


17.8 


Placenta 


3.5 


Colon cancer tissue 


4.9 


Uterus Pool 


1.4 


Colon ca. SW1116 


2.6 


Ovarian ca. 
OVCAR-3 


8.8 


Colon ca. Colo-205 


7.3 


Ovarian ca. SK-OV- 
3 


20.4 


Colon ca. SW-48 


5.9 
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Ovarian ca. 
UVCAR-4 


5.6 


Colon Pool 


5.1 


Ovarian ca. 
OVLAR-5 


10.9 


Small Intestine Pool 


3.9 


Ovarian ca. IGROV- 

1 


6.0 


Stomach Pool 


2.3 


Ovarian ca. 
OVCAR-8 


5.5 


Bone Marrow Pool 


1.5 


Ovary 


5.7 


Fetal Heart 


7.5 


Breast ca. MCr-7 


C A 

5.0 


Heart Pool 


3.3 


Breast ca. MDA- 
MB-231 


23.0 


Lymph Node Pool 


5.1 


Breast ca BT 549 


21 9 




J. 1 


Breast ca T47D 


10 6 


Slirplptjil \/fiicp|p PaaI 


A 0 


Breast ca. MDA-N 


5.8 


Spleen Pool 


2.2 


tireast rool 


5.9 


Thymus Pool 


2.9 


Trachea 


5.0 


CNS cancer (glio/astro) 
U87-MG 


20.4 


Lung 


2.5 


CNS cancer (glio/astro) 
U-118-MG 


16.8 


Fetal Lung 


g « jCNS cancer 

|(neuro;met) SK-N-AS 


10.7 


Lungca. NCI-N417 


^ - ICNS cancer (astro) SF- 

1539 


7.0 


Lung ca. LX-1 


. ^ , ICNS cancer (astro) 
|sNB-75 


21.3 


Lungca. NCI-H146 


^ J. ICNS cancer (glio) 
|SNB-19 


5.8 


Lung ca. SHP-77 


- g ICNS cancer (glio) SF- 
1295 


12.2 


Luneca A54Q 


1 4. 1 jfirain (Amygdala) Pool 


1 Q 


Lungca.NCI-H526 


5 . 1 jfirain (cerebellum) 


100.0 


Lungca. NLl-HzJ 


11.2 jBrain (fetal) 


20.0 


Lung ca. NCI-H460 


^ g iBrain (Hippocampus) 
Pool 


17.4 


Lung ca. nUr-oz 


4.6 jCerebral Cortex Pool 


23.7 


Lung ca. NCI-H522 


13.6 1 


Brain (Substantia nigra) 

Pool 


17.9 


Liver 


0.5 |] 


Brain (Thalamus) Pool 




Fetal Liver 


3.2 |Brain (whole) 


HO. J 


Liver ca HeoG2 


5.3 jSpinal Cord Pool 




Kidney Pool 


7.1 jAdrenal Gland 


11.8 


Fetal Kidney 


5.7 jPituitary gland Pool 


2.9 


Renal ca. 786-0 


6.3 jSalivary Gland 


3.5 
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Renal ca. A498 


11.0 


Thyroid (female) 


2.0 


Renal ca. ACHN 


6.0 Pancreatic ca. CAPAN2 5.6 


Renal ca. U0-3I 


8.0 


Pancreas Pool 


6.2 



Table CPE. Panel 1.3D 



Tissue Name 


Rel. Exp.(%) Ag2075, 
Kun 1 52355202 


Tissue Name 


Rel. Exp.(%) Ag2075, 
Run 152355202 


Liver adenocarcinoma 


1 i.y 


Kidney (letal) 


1 A 

1.4 


Pancreas 




Kenal ca. 75o-u 


3.5 


Pancreatic ca. CAP AN 
L 


1.6 


Renal ca. A498 


12.9 


Adrenal gland 




Renal ca. RXF 393 


1.5 


Thyroid 


1 0 

1.8 


Kenal ca. ACHN 


1.7 


Salivary gland 


1-2 


Renal ca. UO-31 


6.8 


Pituitary gland 


2.4 


Renal ca. TK-10 


2.8 


Brain (fetal) 


3.2 


Liver 


0.4 


Brain (whole) 


25.2 


Liver (fetal) 


0.8 


orain \ aniygaaia ) 


1 A 1 


Liver ca. 

(hepatoblast) HepG2 


0. / 


Brain (cerebellum) 


10.8 


Lung 


2.1 


Brain (hippocampus) 


39.8 


Lung (fetal) 


3.2 


Brain (substantia nigra) 


2.7 


Lung ca. (small cell) 
LX-1 


4.1 


Brain (thalamus) 


12.4 


Lung ca. (small cell) 
NCI-H69 


3.8 


Cerebral Cortex 


100.0 


Lung ca. (s.cell var.) 
SHP-77 


3.8 


Spinal cord 


3.5 


Lung ca. (large 
cell)NCI-H460 


0.6 


glio/astro U87-MG 


6.4 


Lung ca. (non-sm. 
cell) A549 


3.0 


glio/astroU-118-MG 


10.4 


Lung ca. (non-s.cell) 
NCI-H23 


7.7 


astrocytoma SW1783 


5 1 


Lung ca. (non-s.cell) 
HOP-62 


T. 1 


neuro*; met SK-N-AS 


6.2 


Lung ca. (non-s.cl) 
NCI-H522 


6.3 


astrocytoma SF-539 


5.4 


Lung ca. (squam.) 
SW 900 


1.4 


astrocytoma SNB-75 


6.7 


Lung ca. (squam.) 
NCI-H596 


1.4 


glioma SNB-19 


3.1 


Mammary gland 


2.4 


glioma U251 


2.0 


Breast ca.* (pl.ef) 


1.8 
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MCF-7 




izlioma SF-295 


3.4 


Breast ca.* (pl.ef) 
MDA-MB-231 


11.6 


Heart (fetal) 


6.7 


Breast ca.* (pl.eO 

1 4 IVJ 


9.0 


T T 4 

Heart 


1 A 

1.4 


breast ca. d i -j4y 




Skeletal muscle (fetal) 


18.0 


Breast ca. MDA-N 


4.2 


Skeletal muscle 


0.7 


Ovary 


13.4 


Ronp marrow 


0.9 


Ovarian ca. OVCAR- 
3 


1.8 


Thvmus 


0.9 


Ovarian ca. OVCAR- 
4 


1.6 


Soleen 


3.7 


Ovarian ca. OVCAR- 
5 


1.8 


Lymph node 


1.9 


Ovarian ca. OVCAR- 
8 


4.9 


Colorectal 


3.3 


Ovarian ca. IGROV- 
1 


1.6 


Stomach 


1.1 


Ovarian ca.* (ascites) 

blv-UV-3 


5.8 


Small intestine 


2.5 


Uterus 


2.4 


Colon ca. SW480 


10.4 


Placenta 


1.2 


Colon ca.* 
SW620(SW480 met) 


3.7 


Prostate 


6.0 


Colon ca.HT29 


4.6 


Prostate ca.* (bone 
met)PC-3 


4.5 


Colonca.HCT-116 


3.6 


Testis 


1.7 


Colon ca CaCo-2 


10.3 


Melanoma 
Hs688(A).T 


3.8 


Colon ca. 
tissue(OD03866) 


3.2 


Melanoma* (met) 
Hs688(B).T 


4.4 


Colon ca. HCC-2998 


2.6 


Melanoma UACC-62 


1.4 


Gastric ca.* (liver met) 
NCI-N87 


3.1 


Melanoma Ml 4 


1.8 


Bladder 


0.8 


Melanoma LOX 
IMVI 


3.3 


Trachea 


2.0 


Melanoma* (met) 
SK-MEL-S 


2.4 


Kidney 


1.3 


Adipose 


1.2 


Table CDF. Panel 11 


Tissue Name 


Rel. Exp.(%) 
Ag2075, Run 
174255357 


Tissue Name 


Rel. Exp.(%) 
Ag2075, Run 
174255357 
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Normal Colon 


27.7 


Kidney Margin 
(ODl)4J4o) 


46.3 


Colon cancer 
(OD06064) 


52.9 


Kidney malignant 
cancer (UUuozU4r>) 


19.2 


Colon Margin 
(OD06064) 


30.1 


Kidney normal adjacent 
tissue (OD062U4h) 


14.3 


Colon cancer 
(OD06159) 


5.5 


Kidney Cancer 
(OD04450-01) 


66.0 


Colon Margin 
(OD06159) 


21.0 


Kidney Margin 
(OD04450-03) 


19.8 


Colon cancer 
(OD06297-04) 


22.2 


Kidney Cancer 8120613 


3.0 


Colon Margin 
(OD06297-05) 


41.8 


Kidney Margin 
8120614 


11.0 


CC Gr.2 ascend colon 
(OD03921) 


4.0 


Kidney Cancer 9010320 


6.8 


CC Margin (OD03921) 


6.7 


Kidney Margin 

A A 1 Al*^ 1 

9010321 


9.7 


Colon cancer metastasis 
(OD06104) 


11.1 


Kidney Cancer 8120607 


35.6 


Lung Margin 
(OD06104) 


42.6 


Kidney Margin 
8120608 


13.7 


Colon mets to lung 
(OD04451-01) 


17.8 


Normal Uterus 


59.5 


Lung Margin 
(OD04451-02) 


9.3 


Uterine Cancer 06401 1 


9.7 


Normal Prostate 


51.4 


Normal Thyroid 


6.0 


Prostate Cancer 
(OD04410) 


23.0 


Thyroid Cancer 064010 


11.2 


Prostate Margin 
(OD04410) 


19.3 


Thyroid Cancer 
A302152 


17.9 


Normal Ovary 


22.8 


Thyroid Margin 

A A'^ ICO 

A302153 


5.5 


Ovarian cancer 
(OD06283-03) 


9.9 


Normal Breast 


33.2 


Ovarian Margin 
(OD06283-07) 


17.1 


Breast Cancer 
(OD04566) 


8.5 

, ., . , 


Ovanan Cancer 064008 


18.0 


Breast Cancer 1024 


io.l 


Ovarian cancer 
(OD06145) 


6.6 


Breast Cancer 

1 r\T>^f\ A c t\r\ Ai\ 

(OD04590-01) 


18.4 


Ovarian Margin 
(OD06145) 


12.5 


Breast Cancer Mets 
(OD04590-03) 


31.9 


Ovarian cancer 
(OD06455-03) 


14.7 


Breast Cancer 
Metastasis (OD04655- 
05) 


45.4 
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Ovarian Margin 

(OD06455-07) 


j 21.8 


Breast Cancer 064006 


11.5 


Normal Lung 


i 1 A 

j 21.9 


Breast Cancer 9100266 


20.9 


Invasive poor diff. lung 
adeno (Uuu4943-Ui 


17.6 


Breast Margin 9100265 


35.1 


Lung Margin 
(ODO4945-03) 


12.2 


Breast Cancer A209073 


9.7 


Lung Malignant Cancer 
(OD0312o) 


8.7 


Breast Margin 
A2090734 


22.2 


Lung Margin 
(OD03126) 


7.4 


Breast cancer 
(OD06083) 


100.0 


Lung Cancer 
(OD05014A) 


9.9 


Breast cancer node 
metastasis (OD06083) 


63.7 


Lung Margin 
(OD05014B) 


21.8 


Normal Liver 


9.9 


Lung cancer (ODOoOSl) 


5.1 


Liver Cancer 1026 


5.6 


Lung Margin 

//^T^AZ" AO 1 \ 

(OD06081) 


7.9 


Liver Cancer 1025 


13.5 


Lung Cancer 
(OD04237-01) 


17.4 


Liver Cancer 6004-T 


4.8 


Lung Margin 

(UUU4z37-Uz) 


24.0 


Liver Tissue 6004-N 


9.3 


Ocular Melanoma 
Metastasis 


9.7 


Liver Cancer 6005-T 


15.7 


Ocular Melanoma 
Margin (Liver) 


4.6 


Liver Tissue 6005-N 


20.4 


Melanoma Metastasis 


1 A r> 

19.8 


Liver Cancer 064003 


10.7 


Melanoma Margin 
(Lung) 


21.6 


Normal Bladder 


8.0 


Normal Kidney 


1 1 A 

11.0 


Bladder Cancer 1023 


10.5 


Kidney Ca, Nuclear 
grade 2 (OD04338) 


37.6 


Bladder Cancer 
A302173 


17.3 


Kidney Margin 
(ODU4338) 


22.1 


Normal Stomach 


37.9 


Kidney Ca Nuclear 
grade 1/2 (OD04339) 


21.6 


Gastric Cancer 9060397 


11.1 


Kidiicy Mai ^111 
(OUU4339) 


1 

12.9 


Siomach Margin 
9060396 


20.6 


Kidney Ca, Clear cell 
type ((JD04341)) 


6.5 


Gastric Cancer 9060395 


22.7 


Kidney Margin 


18.4 


Stomach Margin 


36.1 


Kidney Ca, Nuclear 
grade 3 (OD04348) 


12.9 


Gastric Cancer 064005 


8.1 
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Tissue Name 


Rel. Exp.(%) 
Ag2075, Run 
164750734 


Tissue Name 


Rel. Exp.(%) 
Ag2075, Run 
164750734 


i^duy^ ivicuuiiuujdoiuriid 


o. / 


Ca Ski- Cervical epidermoid 
carcinoma (metastasis) 




1 no / 1- IVicUUllUDldSlOlUa 


Q (\ 

y.\j 


ES-2- Ovarian clear cell 
carcinoma 


1 7 Q 


D283 Med- 
Medulloblastoma 


35.4 


Ramos- Stimulated with 
PMA/ionomycin 6h 


2.1 


PFSK-1- Primitive 
Neuroectodermal 


1 < A 

1 J.4 


Ramos- Stimulated with 
PMA/ionomycin 14h 


3.3 


XF-498- CNS 


4.4 


MEG-01- Chronic 
myelogenous leukemia 
(megokaryoblast) 


3.4 


SNB-78- Glioma 


23.3 


Raji- Burkitt's lymphoma 


3.7 


SF-268- Glioblastoma 


13.6 


Daudi- Burkitt's lymphoma 


6.5 


T98G- Glioblastoma 


18.6 


U266- B-cell plasmacytoma 


8.4 


SK-N-SH- 

Neiiroblastoma 

(metastasis) 


17.0 


CA46- Burkitt's lymphoma 


7.2 


SF-295- Glioblastoma 


8.4 


RL- non-Hodgkin*s B-cell 
lymphoma 


3.5 


Cerebellum 


74.7 


JMl- pre-B-cell lymphoma 


3.1 


Cerebellum 


62.4 


Jurkat- T cell leukemia 


11.6 


NCI-H292- 
Mucoepidermoid lung 
carcinoma 


45.7 


TF-1- Erythroleukemia 


13.4 


DMS-114- Small cell 
lung cancer 




iiu 1 /o- 1-ceii lympnoma 


inn 


DMS-79- Small cell lung 
cancer 


1 HA A 
lUU.U 


U937- Histiocytic lymphoma ; 


1 O.Z 


NCI-H146- Small cell 
lung cancer 


jU.O 


KU-812- Myelogenous 
leukemia 


o.u 


NCI-H526- Small cell 
iun^ CaiiCcr 


J 1 A 


769-P- Clear cell renal 
caiCuiOiVia 


111 


NCI-N417- Small cell 
lung cancer 


15.2 


Caki-2- Clear cell renal 
carcinoma 


10.4 


NCI-H82- Small cell 
lung cancer 


36 9 


SW 839- Clear cell renal 
carcinoma 




NCI-H157- Squamous 
cell lung cancer 
(metastasis) 


51.1 


G401- Wilms' tumor 


6.2 


NCI-H1155- Large cell 


26.6 


Hs766T- Pancreatic 


42.9 
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lung cancer 




carcinoma (LN metastasis) 




NCI-H 1299- Large cell 


44.4 


CAPAN-1- Pancreatic 
adenocarcinoma (liver 
metastasis) 


5.0 


NCI-H727- Lung 
carcinoid 


47.0 


SU86.86- Pancreatic 
carcinoma (liver metastasis) 


28.1 


NCI-UMC-ll-Lung 
carcinoid 


60.3 


BxPC-3- Pancreatic 
adenocarcinoma 


6.3 


LX-1- Small cell lung 
cancer 


23.5 


HP AC- Pancreatic 
adenocarcinoma 


7.4 


Colo-205- r^olon cancer 


29.5 


MIA PaCa-2- Pancreatic 
carcinoma 


3.6 


KM 12- Colon cancer 


24.0 


CFP AC- 1 - Pancreatic ductal 
adenocarcinoma 


40.9 


KM20L2- Colon cancer 


8.4 


PANC-1- Pancreatic 
epithelioid ductal carcinoma 


20.9 


NCI-H716- Colon cancer 


23.3 


T24- Bladder carcinma 
(transitional cell) 


13.1 


SW-48- Colon 
adenocarcinoma 


27.0 


5637- Bladder carcinoma 


11.0 


SW1116- Colon 
adenocarcinoma 


10.0 


HT-1 197- Bladder carcinoma 


9.2 


LS174T- Colon 
adenocarcinoma 


9.9 


UM-UC-3- Bladder carcinma 
(transitional cell) 


7.2 


SW-948- Colon 
adenocarcinoma 


1.1 


A204- Rhabdomvosarcoma 


7.0 


SW-480- Colon 
adenocarcinoma 


8.8 


HT-1 080- Fibrosarcoma 


16.6 


NC^S^aJ-5- Gastric 
carcinoma 


7.2 


MG-63- Osteosarcoma 


16.7 


KATO III- Gastric 

carcinoma 


32.8 


SK-LMS-1- Leiomyosarcoma 

(vulva) 


26.4 


NCI-SNU-16- Gastric 
carcinoma 


13.6 


SJRH30- Rhabdomyosarcoma 
(met to bone marrow) 


16.8 


NCI-SNU-1- Gastric 
carcinoma 


16.0 


A431- Epidermoid carcinoma 


9.8 


PCI _ n-icfrtn 

adenocarcinoma 


2.1 


WM266-4- Melanoma 


12.0 


RF-48- Gastric 
adenocarcinoma 


4.0 


DU 145- Prostate carcinoma 
(brain metastasis) 


0.1 


MKN-45- Gastric 
carcinoma 


28.7 


MDA-MB-468- Breast 
adenocarcinoma 


14.7 


NCI-N87- Gastric 

carcinoma 


13.3 


SCC-4- Squamous cell 
carcinoma of tongue 


0.9 


OVCAR-5- Ovarian 
carcinoma 


2.6 


SCC-9- Squamous cell 
carcinoma of tongue 


0.3 
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RL95-2- Uterine 
carcinoma 


7.2 


SCC-15- Squamous cell 
carcmoma of tongue 


0.5 


HelaS3- Cervical 
adenocarcinoma 


13.4 


CAL 27- Squamous cell 
carcinoma of tongue 


21.2 


Table CDH. Panel 4. ID 


Tissue Name 


Rel. Exp.(%) 
Ag5279, Run 
230472927 


Tissue Name 


Rei. Exp.(%) 
Ag5279, Run 
230472927 


Secondary Thl act 


59.0 


HUVEC IL-lbeta 


41.5 


Secondary Th2 act 


91.4 


HUVEC IFN gamma 


71.7 


Secondary Trl act 


27.5 


HUVEC TNF alpha + IFN 
gamma 


17.4 


Secondary Thl rest 


7.5 


HUVEC TNF alpha + IL4 


20.7 


Secondary Th2 rest 


8.4 


HUVEC IL-U 


32.3 


Secondary Trl rest 


2.6 


Lung Microvascular EC 
none 


57.4 


Primary Thl act 


26.8 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


14.6 


Primary Th2 act 


55.1 


Microvascular Dermal EC 
none 


10.9 


Primary Trl act 


55.5 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


13.2 


Primary Th 1 rest 


J.Z 


Bronchial epithelium 
TNFalpha + ILlbeta 


1 7 A 


r nmary i nj. rest 


1 ^. / 


Small airway epithelium 
none 


1 S 
1 o.o 


Primary Trl rest 


/.O 


Small airway epithelium 
TNFalpha + IL-lbeta 


30. J 


CD45RA CD4 
lymphocyte act 




Coronery artery SMC rest 


11 Q 


CD45RO CD4 
lymphocyte act 


45. J 


Coronery artery SMC 
TNFalpha + IL-lbeta 


'^7 1 


CDS lymphocyte act 


21.2 


Astrocytes rest 


28.3 


Secondary CDS 
lymphocyte rest 


36.1 


Astrocytes TNFalpha + 
IL-lbeta 


15.8 


Secondary CDS 
lymphocyte act 


8.0 


KU-812 (Basophil) rest 


15.2 


CD4 lymphocyte none 


8.4 


KU-812 (Basophil) 
PMA/ionomycin 


17.0 


2ryThl/Th2/Trl anti- 
CD95CH11 


8.9 


CCD 1 106 (Keratinocytes) 
none 


71.2 


LAK cells rest 


26.1 


CCDl 106 (Keratinocytes) 
TNFalpha + IL-lbeta 


42.0 
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LAK cells IL-2 


16.3 


Liver cirrhosis 


15.5 


LAK cells IL-2+IL-12 


2.0 


NCI-H292 none 


45.4 


LAK cells IL-2+IFN 
gamma 


12.5 


NCI-H292 IL-4 


63.7 


LAK cells 1L-2+ IL-18 


7.5 


NCI-H292 IL-9 


70.7 


LAK cells 
PMA/ionomycin 


21.9 


NCI-H292 IL-13 


99.3 


NK Cells IL-2 rest 


44.4 


NCI-H292 IFN gamma 


45.4 


Two Way MLR 3 day 


21.9 


HPAEC none 


25.9 


Two Way MLR 5 day 


13.5 


HPAEC TNF alpha + IL-1 
beta 


34.9 


Two Way MLR 7 day 


11.3 


Lung fibroblast none 


37.9 


PBMC rest 


11.0 


Lung fibroblast TNF alpha 

-I- TT 1 K/afo 


21.2 


rDMU r WiVl 


H.J 


Lung iiDroDiasi 11^-4 




PBMC PHA-L 


18.4 


Lung fibroblast IL-9 


36.3 


Ramos (B cell) none 


14.0 


Lung fibroblast IL-1 3 


9.0 


Ramos (B cell) 
ionomycin 


42.9 


Lung fibroblast IFN 
gamma 


58.6 


B lymphocytes PWM 


18.9 


Dermal fibroblast 
CCD 1070 rest 


43.2 


B lymphocytes CD40L 
and IL-4 


31.0 


Dermal fibroblast 
CCD 1070 TNF alpha 


100.0 


EOL-1 dbcAMP 


37.9 


Dermal fibroblast 
CCD 1070 IL-1 beta 


23.5 


EOL-1 dbcAMP 
PMA/ionomycin 


14.7 


Dermal fibroblast IFN 
gamma 


31.4 


Dendritic cells none 


26.2 


Dermal fibroblast IL-4 


45.4 


Dendritic cells LPS 


13.2 


Dermal Fibroblasts rest 


61.6 


Dendritic cells anti- 


17.0 


Neutrophils TNFa+LPS 


4.2 


Monocytes rest 


1 1 A 
1 1 .0 


iNeuuopmis resi 




Monocytes Lra 


O.D 


colon 


1 n 


Macrophages rest 




Lung 


1 .0 


Macrophages LPS 


1,0 


Thymus 




HUVtC none 


36.1 


Kidney 


32.5 


HUVEC starved 


36.9 






Table CDI. Panel 4D 


Tissue Name 


Rel. Exp.(%) 
Ag2075, Run 
152787491 


Tissue Name 


Rel. Exp.(%) 
Ag2075, Run 
152787491 


Secondary Thl act 


46.3 


HUVEC IL-lbeta 


25.0 
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Secondary Th2 act 


39.2 ] 


iUVcL LriN gamma 


33 0 


Secondary Trl act 


31.9 

1 


LIT TKiur^ TKTPr cilrkHci + rPM 
"lUViiC 1 iNr aipna iriN 


13.1 


Secondary Thl rest 


11.7 ] 


HUVEC TNF alpha + IL4 


20.7 


Secondary Th2 rest 


13.9 1 


HuVEL lL-1 1 




Secondary Trl rest 


21.6 


Lung Microvascular EC 

none 


22.7 


Primary Thl act 


30.1 


Lung Microvascular EC 
1 Nralpna + IL- 1 Deia 


15.0 


Primarv Th2 act 


39.2 


Microvascular Dermal EC 
none 


26.8 


Pnmarv Trl act 


54.7 


Microsvasular Dermal EC 
TNF alpha + IL-lbeta 


16.6 


Primarv Thl rest 


84.1 


Bronchial epithelium 
TN r alpha + ILlDeta 


4.9 


Primary Th2 rest 


48.6 


Small airway epithelium 
none 


19.9 


Primary Trl rest 


39.0 


Small airway epithelium 
1 Nralpna + iL-i Deia 


72.7 


CD45RA CD4 
lymphocyte act 


21.8 


Coronery artery SMC rest 


27.9 


CD45RO CD4 

lymphocyte act 


33.0 


Coronery artery SMC 
TNFalpha + IL-lbeta 


19.6 


CDS lymphocyte act 


25.5 


Astrocytes rest 




Secondary CDS 
lymphocyte rest 


21.5 


Astrocytes TNFalpha + 

TT 1 

IL-lbeta 


13.2 


Secondary CDS 
lymphocyte act 


29.3 


KU-8 12 (Basophil) rest 


6.3 


CD4 Ivmohocvte none 


12.7 


KU-8 12 (Basophil) 
PMA/ionomycin 


16.0 


2ry Thl/Th2/Trl_anti- 
CD95 CHll 


25.5 


CCDl 106 (Keratinocytes) 
none 


46.0 


LAK cells rest 


26.1 


LCDl lUD (Keratmocyies; 
TNFalnha + IL-lbeta 


4.3 


LAK cells IL-2 


30.6 


Liver cirrhosis 


2.7 


LAK cells IL-2+IL- 12 


18.2 


Lupus kidney 


3 0 


LAK cells IL-2+IFN 
gamma 


31.0 


NCI-H292 none 


76.8 


LAKcellsIL-2+IL-18 


31.2 


NCI-H292 lL-4 




LAK cells 
PMA/ionomycin 


9.5 


NCI-H292 IL-9 


97.3 


NK. Leils iL-z rest 




NCT-H292 IL-13 


59.5 


Two Way MLR 3 day 


24.0 


NC1-H292 IFN gamma 


51.8 


Two Way MLR 5 day 


23.0 


HPAEC none 


23.3 


Two Way MLR 7 day 


19.6 


HPAEC TNP alpha + IL-1 


15.8 
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beta 




PBMC rest 


11.4 


Lung fibroblast none 




PBMC PWM 


72.2 


Lung fibroblast TNF alpha 


12.0 


PBMC PHA-L 


33.9 


Lung fibroblast IL-4 


35.8 


Ramos (B cell) none 


19.6 


Lung fibroblast IL-9 


25.5 


Ramos (B cell) 
ionomycin 


100.0 


Lung fibroblast IL-13 


18.7 


B Ivmnhocvtes PWM 


81.8 


Lung fibroblast EFN 

gamma 


38.4 


B lymphocytes CD40L 
and IL-4 


42.3 


Dermal fibroblast 
CCD 1070 rest 


48.0 


EOL-1 dbcAMP 


23.7 


Dermal fibroblast 
CCD 1070 TNF alpha 


83.5 


EOL-1 dbcAMP 
PMA/ionomycin 


13.5 


Dermal fibroblast 
CCD 1070 IL-1 beta 


13.6 


Dendritic cells none 


20.9 


Dermal fibroblast IFN 
gamma 


13.1 


Dendritic cells LPS 


11.5 


Dermal fibroblast IL-4 


36.0 


Dendritic cells anti- 
CD40 


23.2 


IBD Colitis 2 


L8 


Monocytes rest 


1 O O 


itJjj cronn s 


2 4 


Monocytes LPS 


O.J 


L/Oion 


26 8 


Macrophages rest 


1 


i^ung 


21 3 


Macrophages LPS 


13.3 


Thvmus 


41.5 


HUVEC none 


37.6 


Kidney 


24.3 


HUVEC starved j 58.6 







CNS_neurodegeneration_vLO Summary: Ag5279 This panel confirms the expression of 
the CG56870-04 gene at low levels in the brain in an independent group of individuals. 
However, no differential expression of this gene was detected between Alzheimer's diseased 
postmortem brains and those of non-demented controls in this experiment. Please see Panel 
L5 for a discussion of the potential utility of this gene in treatment of central nervous system 
disorders. 

General screening panel vL5 Summary: Ag5279 Highest expression of the CG56870-01 
is detected in cerebral cortex (CT=25.02). Thus, expression of this gene can be used in 
distinguishing this sample from other samples in the panel. Furthermore, significant 
expression of this gene is observed throughout the CNS, including in amygdala, substantia 
nigra, thalamus, cerebellum, cerebral cortex, and spinal cord. The CG56870-01 gene encodes a 
Ndr3 protein homolog. The Ndr family is comprised of members from different gene families: 
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Ndrl/RTP/Drgl/NDRGl, Ndr2, and Ndr3 (PFAM: IPR004142). NDRGl is a cytoplasmic 
protein involved in stress responses, hormone responses, cell growth, and differentiation. 
Mutation of this gene was reported to be causative for hereditary motor and sensory 
neuropathy-Lorn. Recently, NDRG4, another memember of Ndr family, was shown to be 
expressed in neurons of the brain and spinal cord. Its expression was markedly decreased in 
the brain of Alzheimer's disease patient (Zhou et al., 2001). Therefore, this gene may play a 
role in central nervous system disorders such as Alzheimer's disease, Parkinson's disease, 
epilepsy, multiple sclerosis, schizophrenia and depression. 

Among metabolic tissues, this gene is moderately expressed in adipose, adrenal, heart, 
thyroid, liver, pancreas, pituitary, and skeletal muscle. Thus, this gene product may be 
important for the pathogenesis, diagnosis, and/or treatment of metabolic and endocrine 
disease, including Types 1 and 2 diabetes and obesity. 

In addition, there appears to be substantial expression in other samples derived fi-om 
brain cancer cell lines, colon cancer cell lines, breast cancer cell lines and ovarian cancer cell 
lines. Moreover, therapeutic modulation of this gene could be of benefit in the treatment of 
brain, colon, breast or ovarian cancer. 

References: 

1 . Zhou RH, Kokame K, Tsukamoto Y, Yutani C, Kato H, Miyata T. (2001) 
Characterization of the human NDRG gene family: a newly identified member. NDRG4, is 
specifically expressed in brain and heart. Genomics 73(l):86-97 

Panel 1.3D Summary: Ag2075 Highest expression of the CG56870-01 gene is detected in 
the cerebral cortex (CT=24.2). This expression is consistent with expression in Panel 1.5. 
Please see that panel for discussion of utility of this gene in the central nervous system. 

This gene also has moderate levels of expression in adipose, adrenal, thyroid, liver, 
heart, thyroid and skeletal muscle. Thus, this gene product may be important in the 
pathogenesis, diagnosis and/or treatment of metabolic and endocrine disease, including Types 
1 and 2 diabetes and obesity. 

In addition, there appears to be substantial expression in other samples derived from 
breast cancer cell lines, lung cancer cell lines, renal cancer cell lines and colon cancer cell 
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lines. Thus, therapeutic modulation of this gene could be of benefit in the treatment ofbreast, 
lung, renal or colon cancer. 

Panel 2.2 Summary: Ag2075 Highest expression of CG56870-01 is detected in breast cancer 
sample (CT=29.89). Thus expression of this gene can be used in distinguishing this sample 
from other samples in the panel. In addition, there appears to be substantial expression in other 
samples derived from breast cancers, kidney cancers and colon cancers. Therefore, therapeutic 
modulation of this gene could be of benefit in the treatment ofbreast. kidney or colon cancer. 

Panel 3D Summary: Ag2075 The expression of this gene appears to be highest in a sample 
derived from a limg cancer cell hne (DMS-79)(CT=26.4). In addition, there appears to be 
substantial expression in other samples derived from pancreatic cancer cell lines, lung cancer 
cell lines, brain cancer cell lines and cervical cancer cell lines. Thus, the expression of this 
gene could be used to distinguish DMS-79 cells from other samples in the panel. Moreover, 
therapeutic modulation of this gene could be of benefit in the treatment of pancreatic, lung, 
brain or cervical cancer. 

Panel 4.1D Summary: Ag5279 Expression of the CG56870-01 gene is highest in samples 
derived from TNF alpha treated dermal fibroblast CCD1070 cells (CT=30.6). Expression of 
this gene is also prominent in activated secondary and primarey Thl , Th2 and Trl cells when 
compared expression in the corresponding resting cell lines. Thus, this gene may be involved 
in T lymphocyte fimction. Therefore, therapeutic modulation fo the expression or function of 
this gene may be as anti-inflammatory therapeutics for T cell-mediated autoimmune and 
inflammatory diseases, such as asthma, athritis, psoriasis, IBD, and lupus. 

Panel 4D Summary: Ag2075 Expression of the CG56870-01 gene is ubiquitous througout 
this panel, with highest in samples derived from ionomycin treated Ramos (B cell) cells 
(CT=26.1). Furthermore, expression of this gene is also detected in PWM treated PBMC cells 

Hiilatinn of the exoression or 
and I'Wivi ireaieu d lympuu^yica. mwiwiviw, niw.«^w**...w . 

function of this gene may reduce or eliminate the symptoms in patients with autoimmune and 
inflammatory diseases in which B cells play a part in the initiation or progression of the 
disease process, such as systemic lupus erythematosus, Crohn's disease, ulcerative colitis, 
multiple sclerosis, chronic obstructive pulmonary disease, asthma, emphysema, rheumatoid 
arthritis, or psoriasis. 



CE. CG56870-05: N-myc downstream-regulated gene 3 
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Expression of gene CG56870-05 was assessed using the pnmer-probe set Ag5265, 
described in Table CEA. Results of the RTQ-PCR runs are shown in Tables CEB and CEC 



Table CEA . Probe Name Ag5265 



Primers 


Sequences 


Length 


Start 
Position 


SEQID 

NO: 


Forward 


5 ' -tqttcagctcacagagatcaaa-3 ' 


22 


18 


656 


Probe 


TET-5 ' -caagaaacttccaggactttgactgtca-3 ' - 

TAMRA 


28 


65 


657 


Reverse 


5 ' -catccattgtggggtactga-3 ' 


20 


96 


658 



Table CEB . CNS_neurodegeneration_vl.O 



Tissue Name 


Rel. Exp.(%) Ag5265, 
Run 230512714 


Tissue Name 


Rel. Exp.(%) Ag5265, 
Run 230512714 


AD 1 Hippo 


7.2 


Control (Path) 3 
Temporal Ctx 


2.4 


AD 2 Hippo 


15.2 


Control (Path) 4 
Temporal Ctx 


10.3 


AD 3 Hippo 


2.0 


AD 1 Occipital Ctx 


11.5 


AD 4 Hippo 


3.3 


AD 2 Occipital Ctx 
(Missing) 


0.0 


AD 5 Hippo 


59.9 1 


AD 3 Occipital Ctx 


- 7.0 


AD 6 Hippo 


22.1 


AD 4 Occipital Ctx 


6.9 


Control 2 Hippo 


14.5 


AD 5 Occipital Ctx 


S4 7 


Control 4 Hippo 2.6 


AD 6 Occipital Ctx 


12.2 


Control (Path) 3 
Hippo 


3.9 


Control 1 Occipital 
Ctx 


1.2 


AD 1 Temporal Ctx 


Control 2 Occipital 
12-7 jctx 


60.3 


AD 2 Temporal Ctx 


IControl 3 Occipital 
Ictx 


8.2 


AD 3 Temporal Ctx 


IControl 4 Occipital 
5-5 Ictx 


1.7 


AD 4 Temporal Ctx 


IControl (Path) 1 
^^•^ jOccipital Ctx 


53.6 


AD 5 Inf Temporal 

Ctx 


64.6 


Control (Path) 2 
Occipital Ctx 


5.9 


AD 5 Sup Temporal 
Ctx 


Control (Path) 3 
^^•^ jOccipital Ctx 


2.2 


AD 6 Inf Temporal 
Ctx 


Control (Path) 4 
27-0 jOccipital Ctx 


5.5 


AD 6 Sup Temporal 1 100.0 ^Control 1 Parietal 


3.0 
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Ctx 




Ctx 




Control 1 Temporal 
Ctx 


2.6 


Control 2 Parietal 
Ctx 


19.6 


Control 2 Temporal 
Ctx 


38.2 


Control 3 Parietal 
Ctx 


18.8 

. 


Control 3 Temporal 
Ctx 


9.7 


Control (Path) I 
ranetal Ltx 


56.6 


Control 3 Temporal 
Ctx 


1.5 


Control (Path) 2 
ranetal Ctx 


14.2 


Control (Path) 1 
1 emporai L.ix 


31.4 


Control (Path) 3 
Parietal Ctx 


2.6 


Control (Path) 2 
Temporal Ctx 


18.3 


Control (Path) 4 
Parietal Ctx 


25.0 



Table CEC . General_screeningj)anel_vl.5 



Tissue Name 


Rel. Exp.(%) Ag5265, 
Run 232936652 


Tissue Name 


Kei. Lxp.( 70 ) Ag3Z05, 

Run 232936652 


Adipose 


1.1 


Renal ca.TK-10 


14.8 


Melanoma* 
Hs688(A).T 


7.9 


Bladder 


2.5 


Melanoma* 
Hs688(B).T 


10.1 


Gastric ca. (liver met.) 

NCI-N87 


7.3 


Melanoma* Ml 4 


12.4 


Gastnc ca. KATO 111 


1 /.o 


Melanoma* 
LOXIMVI 


13.7 


Colon ca. SW-948 


1.8 


iMelanoma* SK- j g ^ 
MEL-5 


Colon ca. SW480 


16.0 


ISquamous cell 

jcarcinoma SCC-4 


8.3 


Colon ca.* (SW480 
met) SW620 


8.2 


jlestis Pool 


2.2 


Colon ca. HT29 


6.7 


jProstate ca * (bone 
met) PC-3 


18.0 


Colon ca. HCT-116 


15.8 


jProstate Pool 


4.4 


Colon ca. CaCo-2 


25.5 


|Placenta 


2.1 


Colon cancer tissue 


2.5 


It t*^^.^ D^^l 


1 Q 

1 ••- 


Colon ca. SW1U6 


2.3 


Ovarian ca. 
OVCAR-3 


9.0 


Colon ca. Colo-205 


4.8 


Ovarian ca. SK-OV- 
3 


16.0 


Colon ca. SW-48 


5.1 


Ovarian ca. 
OVCAR-4 


4.5 


Colon Pool 


2.8 


Ovarian ca. 
OVCAR-5 


10.4 


Small Intestine Pool 


2.4 


Ovarian ca. IGROV- 


12.0 


Stomach Pool 


1.8 
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1 








Ovarian ca. 


4.5 


Bone Marrow Pool 


1.2 


Ovary 


2.8 


Fetal Heart 


2.3 


Breast ca. MCF-7 


4.9 


Heart Pool 


1 .J 


Breast ca. MDA- 

IVlJJ-Z J 1 


30.1 


Lymph Node Pool 


3.0 


DrCaSl Ca. D 1 JH!7 


1 % Q 


Fptal ^kplptat Muscle 


0.9 


Dredsi cd. 1 H / 


4 0 


^Ifplptal N/tii^rle Pool 


1.8 


Breast ca. MDA-N 


8.4 


Spleen Pool 


2.2 


Breast Pool 


3.6 


Thymus Pool 


i.y 


Trachea 


3.2 


CNS cancer (glio/astro) 

U87-MG 


18.3 


Lung 


1.7 


CNS cancer (glio/astro) 
U-118-MG 


19.5 


Fetal Lung 


4.8 


CNS cancer 
(neuroimet) SK-N-AS 


8.4 


Lung ca.NCI-N417 


2.0 


CNS cancer (astro) SF- 

539 


8.8 


Lungca. LX-1 


8.5 


CNS cancer (astro) 
SNB-75 


29.1 


Lung ca. NCI-H146 


9.2 


CNS cancer (glio) 
SNB-19 


10.9 


Lung ca. SHP-77 


8.2 


CNS cancer (glio) Sr- 

295 


17.2 


J^UIlg Ca. r\D*ry 


1 S 9 




14 0 

1 "T. \J 


Lung ca. NCI-H526 


3.2 


Brain (cerebellum) 


100.0 


Lung ca. NC1-H23 


16,2 


Bram (fetal) 


10.7 


Lung ca. NCI-H460 


2.7 


Brain (Hippocampus) 
Pool 


11.4 


Lung ca. HOP-62 


5.6 


Cerebral Cortex Pool 


ICC 

15.5 


Lungca.NCI-H522 


13.0 


Brain (Substantia nigra) 

Pool 


14.7 


i-.ivcr 




Rrain ^Thalamus^ Pool 


17.9 


rClal LrlVCI 




Rrflin ^whole^ 


25.9 


T : T T — r^'^ 

jL^ivci L^a. ii(;pvjr.<:. 






9 0 




U. 


/\Uidlal VjiiUiU 


5.0 


rcidi Jviuney 


J, I 


X iiuiidijr ^loiiu. 1 utji 


1 5 


ixCIldl Ud. / oO-U 




Oaiivaiy vjiaiiu 


2 3 


Renal ca A498 


7.6 


Thyroid (female) 


2.0 


Renal ca. ACHN 


6.0 


Pancreatic ca. CAPAN2 


6.5 


Renal ca. UO-31 


6.3 


Pancreas Pool 


3.2 
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CNS_neurodegeneration_^vl.O Summary: Ag5265 This panel confirms the expression of 
the CG56870-04 gene at low levels in the brain in an independent group of individuals. 
However, no differential expression of this gene was detected between Alzheimer's diseased 
postmortem brains and those of non-demented controls in this expenment. Please see Panel 
1 .5 for a discussion of the potential utility of this gene in treatment of central nervous system 
disorders. 

GeneraLscreeningj)anel_vl-5 Summary: Ag5265 Highest expression of the CG56870-05 
gene is detected in cerebral cortex (CT=28.86). Thus, expression of this gene can be used in 
distinguishing this sample from other samples in the panel. Furthermore, significant 
expression of this gene is observed throughout the CNS, including in amygdala, substantia 
nigra, thalamus, cerebellum, cerebral cortex, and spinal cord. The CG56870-05 gene encodes a 
putative Ndr3 protein. This family consists of proteins from different gene families: 
Ndrl/RTP/Drgl/NDRGl, Ndr2, and Ndr3 (PFAM: IPR004142). NDRGl is a cytoplasmic 
protein involved in stress responses, hormone responses, cell growth, and differentiation. 
Mutation of this gene was reported to be causative for hereditary motor and sensory 
neuropathy-Lom. Recently, NDRG4, another memember of Ndr family, was shown to be 
expressed in neurons of the brain and spinal cord. Its expression was markedly decreased in 
the brain of Alzheimer's disease patient (Zhou et al., 2001), Therefore, this gene may play a 
role in central nervous system disorders such as Alzheimer's disease, Parkinson's disease, 
epilepsy, multiple sclerosis, schizophrenia and depression. 

Among metabolic tissues, this gene has low levels of expression in heart, skeletal muscle, 
adrenal, thyroid, pancreas and pituitary. Therefore, this gene product may be important for the 
pathogenesis, diagnosis, and/or treatment of metabolic and endocrine disease, including Types 
1 and 2 diabetes and obesity. 

Overall, this gene is expressed in all the samples on this panel, with slightly higher 
levels of expression in the cancer ceil lines compared lo expression in the nonnal libsucb 
samples. 

Panel 4, ID Summary: Ag5265 Expression of this gene is low/undetectable (CTs > 34,5) 
across all of the samples on this panel (data not shown). 

CF. CG59764-01: FERRITIN HEAVY CHAIN like protein 
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Expression of gene CG59764-01 was assessed using the pnmer-probe set Ag3578, 
descnbed in Table CFA. Results of the RTQ-PCR runs are shown in Tables CFB and CFC. 



Table CFA. Probe Name Ag3578 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 

NO: 


Forward 


5 ' -ctgcgacttcctggagaac-3 ' 


19 


430 


659 


Probe 


TET-5 ' -agcaggccaagaccatcaaagagct-3 ' - 
TAMRA 


25 


462 


660 


Reverse 


5 • -tgtgcaggttgctcaggta-3 ' 


19 


494 


661 



Table CFB . CNS^neurodegeneration^vl.O 



Tissue Name 


ReL Exp.(%) Ag3578, 
Run 210642348 


Tissue Name 


Rel. Exp.(%) Ag3578, 
Run 210642348 


AD 1 Hippo 


14.0 


Control (Path) 3 
Temporal Ctx 


3.2 


AD 2 Hippo 


8.2 


Control (Path) 4 

Temporal Ctx 


52.9 


AD 3 Hippo 


6.7 


AD 1 Occipital Ctx 


22.8 


AD 4 Hippo 


2,3 


AD ■? Orrinital Ctx 

(Missing) 


0.0 


AD 5 Hippo 




tkWX Orrinital Ctx 


7.3 


AD 6 Hippo 


29.1 


AD 4 Occipital Ctx 


14.9 


Control 2 Hippo 


1.6 


AD 5 Occipital Ctx 


1 1 A 
1 1 .4 


Control 4 Hippo 


1 1 


AD 6 Occinital Ctx 


19.8 


Control (Path) 3 
Hippo 


8.0 


Control 1 Occipital 
Ctx 


9.0 


AD 1 Temporal Ctx 


19.5 


Control 2 Occipital 
Ctx 


29.5 


AD 2 Temporal Ctx 


22.8 


Control 3 Occipital 
Ctx 


24.0 


AD 3 Temporal Ctx 


17.0 


Control 4 Occipital 
Ctx 


7.4 


AD 4 Temporal Ctx 


16.8 


Control (Path) 1 
Occipital Ctx 


38.4 


AD 5 Inf Temporal 
Ctx 


50.3 


Control (Path) 2 
Occipital Ctx 


10.3 


AD 5 Sup Temporal 

Ctx 


40.6 


Control (Path) 3 
Occipital Ctx 


0.0 


AD 6 Inf Temporal 
Ctx 


63.7 


Control (Path) 4 
Occipital Ctx 


46.0 


AD 6 Sup Temporal 


100.0 


Control 1 Parietal 


9.2 
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ICtx 1 


Ctx 




c 

( 


:ontrol 1 Temporal 

- VA 


9.2 


Control 2 Parietal 
Ctx 


44 1 


( 

V. 


rontrol 2 Temporal 

_ LA 


13.3 


Control 3 Parietal 
Ctx 


91 0 


( 

( 

V 


rontrol 3 Temporal 


21.3 


Control (Path) 1 
Parietal Ctx 




< 


:onlrol 3 Temporal 

wlA 


14.2 


Control (Path) 2 
Parietal Ctx 


^f^ 7 
10. / 


< 

r 


:ontrol (Path) 1 
remporal Ctx 


35.1 


Control (Path) 3 
Parietal Ctx 




( 


::ontrol (Path) 2 
remporal Ctx 


25.3 


Control (Path) 4 
Parietal Ctx 


4^ 4 




Table CFC. General s 


icreening_panel_v 1 .4 


Tissue Name 


Rel. Exp.(%) Ag3578, 
Run 217423081 


Tissue Name 


Rel. Exp.(%) Ag3578, 
Run 217423081 


Adinose 


8.6 ] 


Renal ca. TK-10 


19.9 


K4f*lannma* 

Hs688(A).T 


0.0 ] 


Bladder 


0.0 


Melanoma* 
Hs688(B).T 


0.0 


Gastric ca. (liver met.) 
NC1-N87 


15.3 


Melanoma* M14 


0.0 


Gastric ca. KATO III 


16.4 


Melanoma* 
T OXIMVI 


0.0 


Colon ca. bw-y^o 


22.8 


Melanoma* SK- 
MEL-5 


0.0 


Colon ca. SW480 


5.6 


*\niiamou^ cell 
carcinoma SCC-4 


8.3 


Colon ca.* (SW480 
met) SW620 


42.0 


Testis Pool 


27.4 


Colon ca. HT29 


2.6 


Prostate ca.* (bone 
met) PC-3 


11.0 


Colon ca. HCT-116 


39.2 


Prostate Pool 


0.0 


Colon ca. CaCo-2 


13.5 


Placenta 


15.3 


Colon cancer tissue 


4.8 


1 items Fooi 


A A 
V.V 


Colon ca. SWll 16 


0.0 


Ovarian ca. 
OVCAR-3 


0.0 


Colon ca. Colo-205 


4.2 


Ovarian ca. SK-OV- 


14.4 


Colon ca. SW-48 


9.3 


Ovnriflfi ca 

OVCAR-4 


8.8 


Colon Pool 


27.5 


Ovarian ca. 
OVCAR-5 


16.6 


Small Intestine Pool 


11.2 


Ovarian ca. IGROV 


13.0 


jStomach Pool 


11.3 
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1 
1 








uvanan ca. 
OVCAR-8 


4.3 


Bone Marrow Pool 


8.7 


Ovary 


0.0 


Fetal Heart 


17,7 


rJieasi cd. iviv^r- / 


u.u 


nearl rool 


Q O 


oreasi ca. jvilia- 
MB-231 


5.7 


Lymph Node Pool 


22.4 


Breast ca. BT 549 


47.3 


Fetal Skeletal Muscle 


10.2 


Breast ca. T47D 


8.0 


Skeletal Muscle Pool 


100.0 


Breast ca, MDA-N 


0.0 


Spleen Pool 


0,0 


£>reasi rooi 


/.o 


Thymus Pool 


3. J 


Trachea 


0.0 


CNS cancer (glio/astro) 


0.0 


Lung 


3.1 


CNS cancer (glio/astro) 

U-1 io-MU 


8.1 


Fetal Lung 


7.1 


CNS cancer 
(neuro;meij oK-in-Ao 


22.4 


Lung ca. NCI-N417 


0.0 


CNS cancer (astro) SF- 


8.2 


Lungca. LX-1 


49.7 


CNS cancer (astro) 


25.2 


Lung ca,NCI-H146 


0.0 


CNS cancer (glio) 

CXTTJ 1 Q 


10.1 


Lung ca. SHP-?? 


0.0 


UJNci cancer (giio) or- 

295 


24.5 


Lung ca. A549 


0.0 


Brain fAmvedala^ Pool 


7.8 


Lungca. NCI-H526 


0.0 


Brain (cerebellum) 


20.3 


i^ung ca. JNi^i-oZJ 


1 1 o 


nram (tetai) 


1 0. / 


Lungca.NCI-H460 


2,7 


Brain (Hippocampus) 
Pool 


14.9 


i^ung ca. xiur-oz 


1 A Q 

LKJ.y 


Cerebral Cortex Pool 




Lungca.NCI-H522 


0.0 


orain (^oUDSianiia nigraj 
Pool 


35.4 


Liver 


0.0 


Brain (Thalamus) Pool 


19.1 


Fetal Liver 


0.0 


Brain (whole) 


17,3 






9 2 


Kidney Pool 


21.5 


Adrenal Gland 


3.7 


Fetal Kidney 


21.2 


Pituitary gland Pool 


0.0 


Renal ca, 786-0 


11.7 


Salivary Gland 


0.0 


Renal ca. A498 


9.2 


Thyroid (female) 


6.7 


Renal ca, ACHN 


11.5 


Pancreatic ca. CAPAN2 


48.3 


Renal ca, UO-31 


10.3 


Pancreas Pool 


5.5 
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CNS_neurodegeneration_vl.O Summary: Ag3578 This panel confirms the expression of 
the CG59764-01 gene at low levels in the brain in an independent group of individuals. 
However, no differential expression of this gene was detected between Alzheimer's diseased 
postmortem brains and those of non-demented controls in this experiment. Please see Panel 
1 .4 for a discussion of the potential utility of this gene in treatment of central nervous system 
disorders. 

General_screeningj)anei_vl.4 Summary: Ag3578 Highest expression of the CG59764-01 
gene is detected in sample derived from skeletal muscle (CT=31.2). Thus expression of this 
gene can be used to distinguish skeletal muscle sample from other samples used in this panel. 
This gene is also expressed at low but significant levels in heart and adipose. Thus, this gene 
product may be useftil in the treatment of metabolic disorders that involve these tissues, 
including obesity. 

Significant expression of this gene is also associated with samples derived from breast 
cancer, pancreatic cancer, colon cancer and lung cancer cell lines. Therefore, therapeutic 
modulation of the activity of this gene or its protein product might be beneficial in the 
treatment of these cancers. 

hi addition, this gene is expressed at low levels throughout the CNS, including in 
amygdala, substantia nigra, thalamus, cerebellum, cerebral cortex, and spinal cord. The 
CG59764-01 gene encodes a homologue of ferritin heavy chain protein (H-feritin). It has been 
hypothesized that the up-regulation of the H-ferritin mRNA is part of a mechanism protecting 
the hippocampus, a seizure-prone area, against a possible overactivation during absence 
seizures (Lakaye et al., 2000). Therefore, therapeutic modulation of the expression or function 
of this gene may be useful in the treatment of seizure disorders, such as epilepsy. Furthermore, 
this gene may play a role in central nervous system disorders such as Alzheimer's disease, 
Parkinson's disease, multiple sclerosis, schizophrenia and depression. 

References: 

1. Lakaye B, de Borman B, Minet A, Arckens L, Vergnes M, Marescaux C, Grisar T. 
(2000) Increased expression of mRNA encoding ferritin heavy chain in brain structures of a 
rat model of absence epilepsy. Exp Neurol 162(l):112-20. 



933 



w o «2/(l72757 PCT/LS(I2/(I6«)«S 

Panel 4.1 D Summary: Ag3578 Expression of this gene is low/undetectable (CTs > 35) 
across all of the samples on this panel (data not shown). 



CG, CG59710-01: P14 

Expression of gene CG59710-01 was assessed using the primer-probe set Ag3512, 
described in Table CGA. Results of the RTQ-PCR runs are shown in Tables CGB and CGC. 



Table CGA . Probe Name Ag35 12 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 ' -ctttgttctccagcacatctg-3 ' 


21 


211 


662 


Probe 


TET-5 ' -ctacatcatggccgagatctgcaatg-3 ' - 
TAMRA 


26 


232 


663 


Reverse 


5 ' -cctcgcatgtttaggatctg-3 ' 


20 


290 


664 



Table CGB . CNS_neurodegeneration__vl,0 



Tissue Name 


Rel. Exp.(%) Ag3512, 
Run 211004862 


Tissue Name 


Rel. Exp.(%) Ag3512, 
Run 211004862 


AD 1 Hippo 


23.0 


Control (Path) 3 
Temporal Ctx 


7.2 


AD 2 Hippo 


31.2 


Control (Path) 4 
Temporal Ctx 


37.1 


AD 3 Hippo 


9.8 


AD 1 Occipital Ctx 


20.0 


AD 4 Hippo 


10.0 


AD 2 Occipital Ctx 

(Missing) 


0.0 


AD 5 hippo 


85.9 


AD 3 Occipital Ctx 


9.0 


AD 6 Hippo 


56.6 


AD 4 Occipital Ctx 


21.3 


Control 2 Hippo 


41.5 


AD 5 Occipital Ctx 


15.2 


Control 4 Hippo 


21.6 


AD 6 Occipital Ctx 


49.0 


Control (Path) 3 
Hippo 


12.5 


Control 1 Occipital 
Ctx 


6.0 


AD 1 Temporal Ctx 


31.9 


Control ? Of"-cipitfl1 
Ctx 


77.4 


AD 2 Temporal Ctx 


41.2 


Control 3 Occipital 
Ctx 


22.1 


AD 3 Temporal Ctx 


11.3 


Control 4 Occipital 
Ctx 


9.8 


AD 4 Temporal Ctx 


21.0 


Control (Path) 1 
Occipital Ctx 


77.9 


AD 5 Inf Temporal 
Ctx 


100.0 


Control (Path) 2 
Occipital Ctx 


12.6 
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AD 5 SupTeraporal 
Ctx 


42.6 


Control (Path) 3 
Occipital Ctx 


5.4 


AD 6 Inf Temporal 

Ctx 


35.1 


Control (Path) 4 
Occipital Ctx 


21.6 


AD 6 Sup Temporal 

Ctx 


56.6 


Control 1 Parietal 
Ctx 


11.4 


Control 1 Temporal 
Ctx 


10.1 


Control 2 Parietal 

Ctx 


52.5 


Control 2 Temporal 
Ctx 


53.2 


Control 3 Parietal 

Ctx 


21.5 


Control 3 Temporal 

Ctx 


17.2 


Control (Path) 1 
Parietal Ctx 


68.8 


Control 4 Temporal 
Ctx 


15.9 


Control (Path) 2 
Parietal Ctx 


29.7 


Control (Path) 1 
Temporal Ctx 


55.1 


Control (Path) 3 
ranciai v. ix 


10.2 


Control (Path) 2 
Temporal Ctx 


39.5 


Control (Path) 4 
Parietal Ctx 


48.3 



Table CGC . General_screening__panel_vl.4 



Tissue Name 


Kei. l!>Xp.^ /o) AgJ^lZ, 

Run 217240776 


Tissue Name 


Rel ExD CVa) Ab3512. 
Run 217240776 


Adipose 


3.3 


Renal ca. TK-10 


21.8 


Melanoma* 
Hs688(A).T 


9.7 


Bladder 


5.5 


Melanoma* 
Hs688(B).T 


10.5 


Gastric ca. (liver met.) 
NCI-N87 


37.1 


Melanoma* M 14 


26.4 


Gastric ca. KATO III 


48.6 


Melanoma* 
LOXIMVI 


35.4 


Colon ca. SW-948 


7.2 


Melanoma* SK- 
MEL-5 


14.4 


Colon ca. SW480 


62.4 


Squamous cell 
carcinoma SCC-4 


14.9 


Colon ca.* (SW480 
met) SW620 


29.7 


Testis Pool 


6.7 


Colon ca. HT29 


14.6 


Prostate ca.* (bone 
met) PC-3 


17.2 


Colon ca. HCT-116 


24.1 


Prostate Pool 


4.8 


Colon ca. CaCo-2 


46.0 


Placenta 


4.4 


Colon cancer tissue 


13.9 


Uterus Pool 


3.1 


Colon ca. SW1116 


2.1 


Ovarian ca. 
OVCAR-3 


20.0 


Colon ca. Colo-205 


10.8 


Ovarian ca. SK-OV- 
3 


31.6 


Colon ca. SW-48 


11.9 
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Ovarian ca. 
OVCAR-4 


19.6 


Colon Pool 


13.4 


Ovarian ca. 
OVCAR-5 


30.8 


Small Intestine Pool 


7.0 


Ovarian ca. IGROV- 
1 


10.2 


Stomach Pool 


4.0 


Ovarian ca. 


14.0 


Bone Marrow Pool 


2.4 


Ovary 


3.6 


Fetal Heart 


3.3 


Breast ca. MCF-7 


18.2 


Heart rooi 


A 1 


Breast ca. MDA- 


33.7 


Lymph Node Pool 


7.5 


Rrpiict ret RT 


24 8 


Fetal .Skeletal Muscle 


1.8 


Dlvaol W'a. 1 *T / J-/ 


100 0 


Skeletal Muscle Pool 


6.3 


Breast ca. MDA-N 


24.8 


Spleen Pool 


10.8 


Breast Pool 


1 .5 


Thymus Pool 




Trachea 


2.8 


CNS cancer (glio/astro) 

Uo /-MU 


33.7 


Lung 


3.1 


CNS cancer (glio/astro) 

T T 1 1 O XACl 

U-1 lo-MU 


30.1 


Fetal Lung 


7.0 


CNS cancer 

CI/' XT AC 

(neuro,metj 


13.3 


Lungca.NCI-N417 


7.3 


CNS cancer (astro) SF- 


16.2 


Lungca. LX-1 


17.6 


CNS cancer (astro) 


46.3 


Lungca.NCI-H146 


13.1 


CNS cancer (glio) 


10.6 


Lung ca. SHP-77 


21.0 


LIN IS cancer (giio) or- 

295 


27.5 


T liner A S4Q 


25 7 


Brain ( Amvedala) Pool 


4.1 


Lung ca. NCI-H526 


15.0 


Brain (cerebellum) 


6.7 


Lung ca. NC 1-H23 


iU.o 


bram (^leiai ) 




Lungca.NCI-H460 


9.3 


Brain (Hippocampus) 
Pool 


4.4 


Lung ca. HOP-o2 


0.7 


LercDrai uonex rooi 


O.J 


Lung ca. NCI-H522 


15.2 


Brain (Substantia nigra) 
Pool 


6.1 


T WT^T 
L^l VCI 




Rrain TThalamus^ Pool 


5.6 


ippfjil T ivpr 

L W ICll l-rl V 


7.7 


Brain fwhole^ 

A-/ lUlli ITTA JL\_» A W r 


4.7 


T ivpr ra T-TpnO? 


11. 2 


Sninal Cord Pool 


4.5 


Kidney Pool 


12.9 


Adrenal Gland 


3.3 


Fetal Kidney 


4,2 


Pituitary gland Pool 


2.6 


Renal ca. 786-0 


11.8 


Salivary Gland 


2.5 
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Renal ca. A498 | 


6.1 


Thyroid (female) 


3.5 


Renal ca. ACHN j 


10.5 


Pancreatic ca. CAPAN2 


15.3 


Renal ca.UO-31 j 


18.2 


Pancreas Pool 


7,6 



CNS_neurodegeneration_vLO Summary: Ag3512 This panel confirms the expression of 
the CG59710-01 gene at low levels in the brain in an independent group of individuals. 
However, no differential expression of this gene was detected between Alzheimer's diseased 
postmortem brains and those of non-demented controls in this experiment. However, as seen 
in panel 1.4, this gene is expressed at low levels throughout the CNS, including in amygdala, 
substantia nigra, thalamus, cerebellum, cerebral cortex, and spinal cord. Therefore, this gene 
may play a role in other central nervous system disorders such as Parkinson's disease, 
epilepsy, muhiple sclerosis, schizophrenia and depression. 

General_screening_panel_vl.4 Summary: Ag3512 Highest expression of the CG59710-01 
gene is detected in a sample derived from a breast cancer cell line (CT=25.3). Therefore, 
expression of this gene could be used in distinguishing this sample from other samples in the 
panel. Overall, expression of this gene appears to be associated with the cancer cell lines 
suggesting a role for this gene product in cellular growth and proliferation. Specifically, 
significant expression of this gene is associated with CNS cancer, colon cancer, gastric cancer, 
renal cancer, lung cancer, breast cancer, ovarian cancer, and melanoma cancer cell lines. 
Therefore, therapeutic modulation of the activity of this gene or its protein product might be 
beneficial in the treatment of these cancers. 

Panel 4. ID Summary: Ag3512 Results from one experiment with the CG597 10-01 gene are 
not included. The amp plot indicates that there were experimental difficulties with this run. 

CH. CG59754-02 and CG59754-01: DOWN SYNDROME CELL ADHESION 
MOLECULE 

Expression of gene CG59754-02 and variant CG59754-01 was assessed using the 
primer-probe set Agl305, described in Table CHA. 

Table CHA . Probe Name Agl305 



Primers 


Sequences 


Length 


Start 
Position 


SEQID 
NO: 


Forward 


5 ' -gtgagcattgtgtctccagaa-3 ' 


21 


291 


665 


Probe 


TET-5 ■ -tttattacctaccacggcgggctgta-3 ' - 


26 


321 


666 
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TAMRA 






Reverse |5 ' -tcctccttctgtacgtcagaga-3 ' 


22 


349 


667 



Panel 4D Summary: Agl305 Expression of this gene is low/undetectable (CTs > 35) across 
all of the samples on this panel (data not shown). 

CI. CG59800-01 : HEPARAN SULFATE D-GLUCOSAMINYL 3-0- 
SULF0TRANSFERASE-3B 



Expression of gene CG59800-01 was assessed using the primer-probe set Ag3589, 
described in Table CIA. 

Table CIA . Probe Name Ag3589 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 

NO: 


Forward 


5 ' -tacatacctgccctgtccatac-3 ' 


22 


88 


668 


Probe 


TET-5 ' -ctacatacctgccccgtccatacctg-3 ' - 
TAMRA 


26 


117 


669 


Reverse 


5 ' -gtatggacggggcaggtat-3 ' 


19 


121 


670 



Results from Panels CNS_neurodegeneration_vl.O, 1 .4, 2.2, and 4. ID are not 
included. The amp plots corresponding to these runs suggest that there were experimental 
difficulties with these runs. 



CJ. CG59761-01: AXIN 1 (AXIS INHIBITION PROTEIN 1) (HAXIN) - 
isoforml, submitted to study DDSMT on 03/21/01 by cmiller; clone status=FIS; 
novelty=Novel; ORF start=97, ORF stop=2833, frame=l; 2949 bp. 

Expression of gene CG59761-01 was assessed using the primer-probe set Ag3577, 
described in Table CJA. Results of the RTQ-PCR runs are shown in Tables CJB, CJC and 
CJD. 

Table CJA . Probe Name Ag3577 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 ' -atacttgaagtgggctgagtca-3 ' 


22 


486 


671 


Probe 


TET-5 ' -cattccctgctggatgaccaagatg-3 • - 
TAMRA 


25 


511 


672 


Reverse 


5 ' -aggaaagtcctgaacaggctta-3 ' 


22 


539 


673 



Table CJB . CNS_neurodegeneration_vl.O 
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Tissue Name 


Rel. Exp.(%) Ag3577, 
Kun 21Uo4il / / 


Tissue Name 


Rel. Exp.(%) Ag3577, 
i>iin 'ji n^d7i 77 


AD 1 Hippo 


26.1 


Control (Path) 3 
Temporal Ctx 


7.5 


AD 2 Hippo 


20.6 


control (rainj 4 
Temporal Ctx 


26.8 


AD 3 Hippo 


1 A O 
10. 0 


Al) I UCClpliai i^iX 




AD 4 Hippo 


9,1 


AJJ Z UCClpliai CIX 
^Missine^ 


0.0 


f\LJ O \\lyy\J 


86.5 


AD 3 Occipital Ctx 


12.3 


r\XJ u nippu 


48.3 


AD 4 Occipital Ctx 


18.9 


Control 2 Hippo 


21,8 


AD 5 Occipital Ctx 


24.3 


Control 4 Hippo 


16.6 


AU u UCClpliai cix 




Control (Path) 3 
Hippo 


4.7 


Control 1 Occipital 
Ltx 


6.2 


AD 1 Temporal Ctx 


25.7 


Control 2 Occipital 

UlX 


57.4 


AD 2 Temporal Ctx 


28.3 


Control 3 Occipital 

L^lX 


13.4 


AD 3 Temporal Ctx 


14.5 


Control 4 Occipital 
Ltx 


8.7 


AD 4 Temporal Ctx 


19.8 


Control (Path) 1 
uccipitai cix 


62.4 


AD 5 Inf Temporal 

Ctx 


100.0 


Control (Path) 2 
Occipital Ctx 


10.5 


AD 5 SupTemporal 
Ctx 


44.1 


Control (Path) 3 
Uccipitai Cix 


5.3 


AD 6 Inf Temporal 
Ctx 


48.3 


Control (Path) 4 
Uccipitai L/tx 


20.4 


AD 6 Sup Temporal 

Ctx 


47.0 


Control 1 Parietal 
Ltx 


15.9 


Control 1 Temporal 
Ctx 


11.6 


Control 2 Parietal 

Ltx 


54.3 


Control 2 Temporal 
Ctx 


35.1 


Control 3 Parietal 
Ltx 


15.5 


Control 3 Temporal 
Ctx 


14.6 


Control (Path) 1 
raneiai 


43.5 


Control 4 Temporal 
Ctx 


12.9 


Control (Path) 2 
ranetai Ltx 


21.3 


Control (Path) 1 
lemporai cix 


47.0 


Control (Path) 3 

ralivlai ^w^iA 


7.0 


Control (Path) 2 
Temporal Ctx 


28.5 


Control (Path) 4 
Parietal Ctx 


39.0 



Table CJC . General_screening_panel_vl.4 
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Tissue Name 


Rel. Exp.(%) Ag3577, 
Run 217343282 


Tissue Name 


Run 217343282 


Adipose 


2.8 


Kenai ca. i iv-iu 




Melanoma* 
Hs688(A)T 


13.9 


Bladder 


13.3 


Melanoma* 
Hs688(B).T 


13.7 


uastnc ca. (liver met.; 
NCI-N87 


70.7 


Melanoma* M14 


28.5 


Uastnc ca. ka i u iii 


1 nn 0 


Melanoma* 
LOXIMVI 


21.2 


Colon ca. SW-948 


15.0 


Melanoma* SK- 
MEL-5 ! 


24.3 


Colon ca. SW480 


43.5 

_____ 


Squamous cell 
carcinoma SCC-4 


23.2 


Colon ca. (dW4oU 
met) SW620 


47.6 


Testis Pool 


0.4 


Loion ca. riizy 




Prostate ca.* (bone 


32.3 


Colon ca. HCT-116 


27.2 


r rosiaie r ooi 


< 1 

1 


Colon ca CaCo-2 


35.4 


Placenta 


6.2 


Colon cancer tissue 


13.1 


Uterus Pool 


2.8 


Colon ca. oW 1 1 10 


14 9 


Ovarian ca. 
OVCAR-3 


12.5 


Colon ca. Colo-205 


10.1 


Ovarian ca. SK-OV- 

3 


56.6 


Colon ca. SW-48 


21.8 


Ovarian ca. 
OVCAR-4 


11.4 


Colon Pool 


10.7 


Ovarian ca. 
OVCAR-5 


42.0 


Small Intestine Pool 


10.4 


Ovarian ca. IGROV- 
1 


12.9 


Stomach Pool 


5.6 


Ovarian ca. 

nVPAP R 
\J V \^/viv-o 


13.1 


Bone Marrow Pool 


5.2 


Ovary 


7.3 


Fetal Heart 


3.5 


Breast ca. MCF-7 


29.3 


Heart rooi 




Breast ca. MDA- 

IVlD-Z.? 1 


32.3 


Lymph Node Pool 


12.7 


oreasi ca. d i jny 


10 1 


Fetal Skeletal Muscle 


3.6 


oredsi cd. 1 *+ / u 




Skeletal Muscle Pool 


10.6 


Breast ca. MDA-N 


21.8 


Spleen Pool 


7.3 


Breast Pool 


12.3 


Thymus Pool 


1 0 


Trachea 


10.8 


CNS cancer (glio/astro) 
TJ87-MG 


10.7 


Lung 


1.8 


CNS cancer (glio/astro) 
U-118-MG 


42.9 
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Fetal Lung 


16.0 


CNS cancer 
(neuro,meij ois.-in-/\o 


25.3 


Lung ca. NCI-N417 


7.0 


CNS cancer (astro) SF- 


6.0 


Lungca. LX-1 


79.0 


CNS cancer (astro) 


34.2 


Lung ca. NCI-H146 


12.3 


CNS cancer (glio) 


13.8 


Lung ca. SHP-77 


29.1 


i^jNo cancer vS^^o ; or- 

295 


28.1 


T iirKJ A S4Q 


29.1 


Brain (Amygdala) Pool 


5.3 


Lung ca. NCI-H526 


7.4 


Brain (cerebellum) 


34.9 


Lung ca. NL l-n23 


Zo.i 


r>ram (letalj 


Z 1 .J 


Lung ca. NCI-H460 


23.3 


Brain (Hippocampus) 
Pool 


5.4 


Lung ca. HOP-o2 


7.6 


cereorai L-ortex rooi 




Lung ca. NCI-H522 


28.5 


Drain (oUDSianiia nigraj 
Pool 


6.6 


T ivpr 


0.9 


Brain (Thalamus) Pool 


8.1 


Ppfal T ivpr 


12.5 


Brain (whole) 


11.6 




26.8 


Spinal Cord Pool 


5.1 


[CiHnev Ponl 


14.1 


Adrenal Gland 


10.1 


I Vldl JVlVJliVjr 


7.2 


Pituitary gland Pool 


0.0 


Renal ca 786-0 


13.6 


Salivary' Gland 


5.9 


Renal ca. A498 


7.9 


Thyroid (female) 


5.3 


Renal ca. ACHN 


22.1 


Pancreatic ca. CAPAN2 


30.8 


Renal ca.UO-31 


17.7 


Pancreas Pool 


13.9 



Table CJD. Panel 4. ID 



Tissue Name 


Rel. Exp.(%) 
Ag3577, Run 
169851850 


Tissue Name 


Rei. Exp.(%) 
Ag3577, Run 
169851850 


Secondary Thl act 


50.0 


HUVEC IL-lbeta 


37.9 


Secondary Th2 act 


57.0 


HUVEC IFN gamma 


25.5 


Secondary Trl act 


71.2 


HUVEC TNF alpha + li- JSI 
gamma 


35.8 


Secondary Thl rest 


29.5 


HUVEC TNF alpha + IL4 


36.9 


Secondary Th2 rest 


58.2 


HUVEC IL-11 


14.6 


Secondary Trl rest 


55.1 


Lung Microvascular EC 
none 


48.0 


Primary Thl act 


62.9 


Lung Microvascular EC 
TNFa[pha + IL-lbeta 


45.7 


Primary Th2 act 


61.6 


Microvascular Dermal EC 


27.5 
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none 




Primary Trl act 


60.7 


Microsvasular Dermal EC 
1 iNraipna ^ lu- 1 oci<i 


24.1 


Primary Thl rest 


50.3 


Bronchial epithelium 
1 rNraipna > ii^i oeid 


39.2 


Primary Th2 rest 


61.1 


Small airway epithelium 
none 


20.4 


Primary Trl rest 


85.3 


Small airway epithelium 
1 iNr aipna ^ ijl- i oeid 


57.8 


CD45RA CD4 
lymphocyte act 


47.6 


Coronery artery SMC rest 

^ — _ — 


13.9 


CD45RO CD4 
lymphocyte act 


58.6 


Coronery artery SMC 
TNFalpha + IL'lbeta 


12.9 


CDS lymphocyte act 


55. J 


Astrocytes rest 


lU.O 


Secondary CDS 
lymphocyte rest 


51.4 


Astrocytes TNFalpha + 

TT 1 Ki&f Q 


18.7 


Secondary CDS 
lymphocyte act 


31.0 


KU-812 (Basophil) rest 


37.1 


CD4 lymphocyte none 


33.2 


KU-812 (Basophil) 
riviA/ionomycm 


64.2 


2ry Thl/Th2/Trl_anti- 
CD95 CHll 


54.3 


CCD 1106 (Keratinocytes) ; 
none 


48.0 


LAK cells rest 


52.1 


CL/Ui lUO ^^Jveraunocyles^ 
TNFalpha + IL-1 beta 


43.8 


LAK cells IL-2 


50.3 


Liver cirrhosis 


7.5 


LAK cells IL-2+IL-12 


4 /.U 


rNUl-rizyz none 




LAK cells IL-2+IFN 
gamma 


62.9 


NCI-H292 lL-4 


60.3 


LAK cells 1L-2+ IL-18 


1 1 

ol.l 


lNL-1-rl/yz IL-y 


79 9 


LAK cells 


95.9 


NCI-H292 IL-13 


57.8 


NK Cells IL-2 rest 


100.0 


NCI-H292 IFN gamma 


85.9 


Two Way MLR 3 day 


74.7 


rir AJ^c none 




Two Way MLR 5 day 


50.7 


l-IDAT7r^ TXTP olrkViQ -1- TT 1 

rLr AJiU 1 iNr aipna ^ 11^- 1 

beta 


33.4 


Two Way MLR 7 day 




mng iiDroDiasi none 


1 5 3 

1 J .J 


PBMC rest 


58.2 


Lung iiDroDiasi i iNr aipna 
+ IL-1 beta 


17.4 


PRMr PWM 


46 7 


Lung fibroblast IL-4 


23.7 


PBMC PHA-L 


29.9 


Lung fibroblast IL-9 


29.3 


Ramos (B cell) none 


3y.2 


Lung iiDroDiasi il-i j 




Ramos (B cell) 
lonoinycin 


42.6 


Lung fibroblast IFN 


36.3 


B lymphocytes PWM 


31.9 


Dermal fibroblast 
CCD 1070 rest 


47.3 
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B lymphocytes CD40L 
and lL-4 


49.7 


Dermal fibroblast 
L'L-Uiu/vJ iiNr aipna 


94.6 


EOL-1 dbcAMP 


59.5 


Dermal fibroblast 
LLDlU/UlL-i beta 


20.6 


hUL-l abcAMr 
PM A/ionomvcin 


55.1 


Uermai tibroDiast irJN 
gamma 


25.0 


Dendritic cells none 


47.6 


Dermal fibroblast IL-4 


34.6 


Dendntic cells Lrb 


41.2 


Dermal Fibroblasts rest 


llA 


Dendritic cells anti- 
CD40 


62.4 


Neutrophils TNFa+LPS 


10.2 


Monocvtes rest 


50.3 


Neutroohils rest 


28.9 


Monocytes T.PS 


63.7 


Colon 


20.2 


Macronhaees rest 


46.0 




21.9 


Macrophages LPS 


111 


Thymus 


57.0 


HUVEC none 


15,8 


Kidney 


15.8 


HUVEC starved 


29.9 







CNS_neurodegeDeratioii_vl.O Summary: Ag3577 This panel confirms the expression of 
the CG59671-01 gene at low levels in the brain in an independent group of individuals. 
However, no differential expression of this gene was detected between Alzheimer's diseased 
postmortem brains and those of non-demented controls in this experiment. As seen in panel 

1 .4, this gene is expressed at low levels throughout the CNS, including in amygdala, substantia 
nigra, thalamus, cerebellum, cerebral cortex, and spinal cord. Therefore, this gene may play a 
role in other central nervous system disorders such as Parkinson's disease, epilepsy, multiple 
sclerosis, schizophrenia and depression. 

General_screeningj)anel_vl.4 Summary: Ag3577 Highest expression of the CG59671-01 
gene is detected in a gastric cancer cell line sample (CTs=27.3). In addition, significant 
expression of this gene is associated with clusters of cell lines derived from ovarian cancer, 
breast cancer, and gastric cancer. Therefore, expression of this gene might be used to 
differentiate between these samples and other samples on this panel and as a marker for these 
cancers The Crr59fi71 -01 pene encodes an Axin 1 nrotein which is known nlav an imnortant 
role in Wnt signalling transduction pathway. The WntAVingless signaling transduction 
pathway plays an important role in both embryonic development and tumorigenesis. Beta- 
Catenin, a key component of the Wnt signaling pathway, interacts with the TCF/LEF family of 
transcription factors and activates transcription of Wnt target genes. A number of proteins 
such as the tumor suppressor APC and Axin are also involved in the regulation of the Wnt 
signaling pathway. Furthermore, mutations in APC or beta-catenin have been found to be 
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responsible for the genesis of human cancers (Akiyama T, 2000). Recently, Dahmen et al. 
(2001) have shown presence of a single somatic point mutation in exon 1 (Pro255Ser) and 
deletion of seven large of AXINl (12%) in 86 medulloblastoma (MB) samples and 1 1 MB cell 
lines. Therefore, AXlNl may play a role as tumor suppressor gene in MBs. Furthermore, 
therapeutic modulation of the activity of this gene or its protein product might be beneficial in 
the treatment of these cancers. 

Among tissues with metabolic function, this gene is expressed at moderate to low 
levels in pituitary, adipose, adrenal gland, pancreas, thyroid, and adult and fetal skeletal 
muscle, heart, and liver. This widespread expression among these tissues suggests that this 
gene product may play a role in normal neuroendocrine and metabolic and that disregulated 
expression of this gene may contribute to neuroendocrine disorders or metabolic diseases, such 
as obesity and diabetes. 

This gene is also expressed in all regions of the CNS examined. Please see Panel 
CNS_neurodegeneration_vl .0 for discussion of utility of this gene in the central nervous 
system. 

References: 

1. Akiyama T. (2000) Wnt/beta-catenin signaling. Cytokine Growth Factor Rev 
ll(4):273-82. 

2. Dahmen RP, Koch A, Denkhaus D, Tonn JC, Sorensen N, Berthold F, Behrens J, 
Birchmeier W, Wiestler OD, Pietsch T. (2001) Deletions of AXINl , a component of the 
WNT/wingless pathway, in sporadic meduUoblastomas. Cancer Res 2001 Oct 1;61(19):7039- 
43 

Panel 4.1D Summary: Ag3577 Highest expression of the CG59671'01 gene is detected in 

xrv TT o .^-.11^ /r^T t^^jj:*: ^.t.:^ i 

1*^011115 i^iv v^viio 11^-^ wviia 1 3— ^o. J ). ui ttuuiiiuii, una ^ciic la CApicaacu ai liigii lu muucraic 

levels in a wide range of cell types of significance in the immune response in health and 
disease. These cells include members of the T-cell, B-cell, endothelial cell, 
macrophage/monocyte, and peripheral blood mononuclear cell family, as well as epithelial and 
fibroblast cell types fi-om lung and skin, and normal tissues represented by colon, lung, thymus 
and kidney. This ubiquitous pattern of expression suggests that this gene product may be 
involved in homeostatic processes for these and other cell types and tissues. Therefore, 
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modulation of the gene product with a functional therapeutic may lead to the alteration of 
functions associated with these cell types and lead to improvement of the symptoms of 
patients suffering from autoimmune and inflammatory diseases such as asthma, allergies, 
inflammatory bowel disease, lupus erythematosus, psoriasis, rheumatoid arthritis, and 
osteoarthritis. 

CK, CG59708-01 and CG59708-02 and CG59708-03: Ubiquitin carboxyl-terminal 
hydrolase 21 

Expression of gene CG59708-01, full length clone CG59708-03 and variant CG59708- 
02 was assessed using the primer-probe set Ag35l 1, described in Table CKA. Results of the 
RTQ-PCR runs are shown in Tables CKB, CKC and CKD. Please note that CG59708-03 
represents a fiill-length physical clone of the CG59708-01 gene, validating the prediction of 
the gene sequence. 



Table CKA . Probe Name Ag35 11 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 ' -acccaaaagggtagtagaacga-3 ' 


22 


2431 


674 


Probe 


TET-5 ■ -cccttctggaacagtttgcagataaa-3 ' - 

TAMRA 


26 


2454 


675 


Reverse 


5 • -gccaccttcataatgctgatt-3 ■ 


21 


2503 


676 



Table CKB . CNS_neurodegeneration_vl.O 



Tissue Name 


Rel.Exp.(%) Ag3511, 
Run 210499621 


Tissue Name 


Rel. Exp.(%) Ag3511, 
Run 210499621 


AD 1 Hippo 


8.2 


Control (Path) 3 
Temporal Ctx 


4.1 


AD 2 Hippo 


17.9 


Control (Path) 4 
Temporal Ctx 


32.1 


AD 3 Hippo 


6.0 


AD 1 Occipital Ctx 


17.7 


AD 4 Hippo 


4.1 


AD 2 Occipital Ctx 

(Missing) 


0.0 


AD 5 Hippo 


87.1 


AD 3 Occipital Ctx 


3.1 


AD 6 Hippo 


52.5 


AD 4 Occipital Ctx 


20.0 


Control 2 Hippo 


13.0 


AD 5 Occipital Ctx 


22.4 


Control 4 Hippo 


6.4 


AD 6 Occipital Ctx 


21.6 


Control (Path) 3 


3.4 


Control 1 Occipital 


2.5 


Hippo 


Ctx 


AD 1 Temporal Ctx 


15.0 


Control 2 Occipital 


39.5 
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LIX 




AD 2 Temporal Ctx 


22.7 


Control 3 Occipital 

L iX 


18.6 


AD 3 Temporal Ctx 


4.5 


Control 4 Occipital 

LIX 


3.8 


AD 4 Temporal Ctx 


20.0 


Control (Path) 1 

L/CCipildl L-LA 


61.6 


AD 5 Inf Temporal 
Ctx 


100.0 


Control (Path) 2 

VJCCipilai LlA 


10.4 


AD 5 Sup Temporal 

Ctx 


36.6 


Control (Path) 3 

UCCipilal L IA 


2.4 


AD 6 Inf Temporal 

Ctx 


46.7 


Control (Path) 4 

UCCipUal K^iA. 


14.1 


AD 6 Sup Temporal 
Ctx 


58.6 


Control 1 Parietal 


5.3 


Control 1 Temporal 
Ctx 


5.6 


Control 2 Parietal 

LlX 


47.0 


Control 2 Temporal 
Ctx 


20.2 


Control 3 Parietal 


14.7 


Control 3 Temporal 
Ctx 


15.8 


Control (Path) 1 

raneiai nx 


57.4 


Control 3 Temporal 
Ctx 


6.1 


Control (Path) 2 

raneidi lia 


27.4 


Control (Path) 1 

ivIIipUiai V-zlA 


50.0 


Control (Path) 3 
Parietal Ctx 


2.2 


Control (Path) 2 
Temporal Ctx 


33.2 


Control (Path) 4 
Parietal Ctx 


37.1 



Table CKC . General_screening_panel_vl.4 



Tissue Name 


Rel. Exp.(%) Ag35n, 
Run 217240774 


Tissue Name 


Rel. Exp.(%) Ag3511, 
Run 217240774 


Adipose 


4.9 


Renal ca. TK-10 


18.4 


Melanoma* 

Hs688(A).T 


15.9 


Bladder 


9.3 


Melanoma* 
Hs688(B).T 


12 8 


Gastric ca. (liver met.) 
1NCI-N87 


24.3 


Melanoma* M14 


20.6 


Gastric ca. KATO III 


100.0 


Melanoma* 
LOXIMVI 


9.1 


Colon ca. SW-948 


4.7 


Melanoma* SK- 
MEL-5 


26.6 


Colon ca. SW480 


63.7 


Squamous cell 
carcinoma SCC-4 


14.3 


Colon ca.* (SW480 
met) SW620 


26.1 


Testis Pool 


6.3 


Colon ca. HT29 


17.4 
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Prostate ca.* (bone 
met) rL.o 


43.5 j< 


Colon ca. HCT-116 


24.3 


rrosiaie rooi 


6 6 


Colon ca. CaCo-2 


54.7 


Placenta 


0.7 


Colon cancer tissue 


6.5 


Uterus Pool 


A A 

4.4 


L olon ca. o w 1 1 1 o 


4 8 


Ovarian ca, 
OVCAR-3 


n.7 


Colon ca. Colo-205 


2.0 


Ovarian ca. SK-OV- 
3 


45.1 


Colon ca. SW-48 


4.0 


Ovarian ca. 
OVCAR-4 


17.9 


Colon Pool 


13.0 


Ovarian ca, 
OVCAR-5 


26.1 


Small Intestine Pool 


14.1 


Ovanan ca. IGROV- 
1 


12.5 


Stomach Pool 


7.2 


Ovarian ca. 

UVV^/Mv-o 


10.2 


Bone Marrow Pool 


6.5 


Ovary 


7.5 


Fetal Heart 


73.2 


Breast ca. MCF-7 


9.7 


Heart rooi 


1Q 1 


Breast ca. MDA- 
Mt>-Z J 1 


47.0 


Lymph Node Pool 


14.5 


nreasi ca. rj i o^y 




Fetal Skeletal Muscle 


34.9 


I5reasi ca. ih/u 


44 1 


Skeletal Muscle Pool 


45.1 


Breast ca. MDA-N 


12.9 


Spleen Pool 


9.8 


Breast Pool 


15.2 


1 nymus r ooi 


1 3 0 


Trachea 


7.1 


CNS cancer (glio/astro) 

U o / -MO 


2.6 


Lung 


3.8 


CNS cancer (glio/astro) 

1 T 1 1 Q \An 
U-1 Io-MVj 


33.4 


Fetal Lung 


27.5 


CNS cancer 
(neuro,meij ;3jv-rN~/vo 


8.5 


Lung ca. NCI-N417 


2.5 


CNS cancer (astro) SF- 


11.6 


Lung ca. LX-1 


24.0 


CNS cancer (astro) 


31.6 


Lung ca. NCl-Hi46 




CNS cancer (glio) 


T) 1 


Lung ca. SHP-77 


13.0 


ciNo cancer vguo^ or- 
295 


40.9 


Lung ca. /\j^y 


18 9 

1 o. ✓ 


Brain (Amygdala) Pool 


4.7 


Lung ca. NCI-H526 


20.6 


Brain (cerebellum) 


12.0 


T linn "WPT 

LrUng ca. iNd-nzj 


21 5 


Brain (fetal) 


10.7 


Lung ca. NCI-H460 


10.5 


Brain (Hippocampus) 
Pool 


3.8 
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Lung ca. HOP-62 10.2 


v^ereorai i^oncA rooi 


7 ^ 


Lung ca. NCI-H522 


21.8 


oram (ouobidiuM nigidj 
Pool 


3.2 


T 1 \/pr 


1 6 


Brain (Thalamus) Pool 


8.0 


Pptul T ivpr 


10 9 


Brain (whole) 


5.0 




7.2 


Spinal Cord Pool 


3.8 


iviuiicy 1 uui 


16 1 


Adrenal Gland 


5.0 


rclai iviuiicy 


16 1 


Pituitary gland Pool 


3.0 


ixt/lldl La. /OO-U 


1 1 


Salivary Gland 


3.1 


Renal ca. A498 


4.2 


TTiyroid (female) 


3.1 


Renal ca. ACHN 


10.2 


Pancreatic ca. CAPAN2 


25.0 


Renal ca. UO-3 1 


17.1 


Pancreas Pool 


13.0 


Table CKD. Panel 4D 

V 


Tissue Name 


Rel. Exp.(%) 
Ag3511,Run 
I004U71I2 


Tissue Name 


Rel. Exp.(%) 
Ag3511, Run 

1 «/f ATI 1 1 


Secondary Thl act 


26.6 


HUVEC IL-lbeta 


14.8 


Secondary Th2 act 


31.6 


HUVEC IFN gamma 


16.8 


Secondary Trl act 


33.7 


HUVEC TNF alpha +IFN 
gamma 


9.7 


Secondary Thl rest 


22.8 


HUVEC TNF alpha +IL4 


9.1 


Secondary Th2 rest 


17.2 


HUVEC IL-11 


9.9 


Secondary Trl rest 


20.3 


Lung Microvascular EC 
none 


13.2 


Primary Thl act 


10.4 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


8.3 


Primary Th2 act 


17.2 


Microvascular Dermal EC 
none 


22.7 


Primary Trl act 


25.7 


Microsvasular Dermal EC 
TNFalpha+ IL-lbeta 


11.9 


Primary Thl rest 


57.4 


Bronchial epithelium 
TNFalpha + ILlbeta 


8.0 


Primary Th2 rest 


28.1 


Small airway epithelium 

iiOi'ic 


3.7 


Primary Trl rest 


15.6 


Small airway epithelium 
TNFalpha + IL-lbeta 


24.3 


CD45RA CD4 

lymphocyte act 


11.0 


Coronery artery SMC rest 


11.9 


CD45RO CD4 
lymphocyte act 


28.1 


Coronery artery SMC 
TNFalpha-f IL-lbeta 


7.6 


CDS lymphocyte act 


19.2 


Astrocytes rest 


10.6 


Secondary CDS 


15.3 


Astrocytes TNFalpha + 


12.4 
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lymphocyte rest 




1 1 1 koto 




Secondary CDS 
lymphocyte act 


20.3 


KU-812 (Basophil) rest 


20.2 


CD4 lymphocyte none 


8.4 


KU-8 12 (Basophil) 
r MA/ ionomycin 


46.7 


2ry Thl/Th2/TrLanti- 

coys cm 1 


24.8 


CCDl 106 (Keratmocytes) 
none 


12.6 


LAK cells rest 


12.2 


LLUl lUo (Jveratmocyiesj 
TNFalpha + IL-lbeta 


53.2 


LAK cells IL-2 


49.3 


Liver cirrhosis 


■7.7 


T A TT 1 TT 1 O 

LAK cells 1L-2+1L- 1 2 




Lupus kidney 


O 7 


LAK cells IL-2+LFN 
gamma 


47.6 


NCI-H292 none 


59.5 


LAK cells 1L-2+ IL-lo 


5oA 


NLl-riZyZ lL-4 


1 nn A 


LAK cells 

Pl\/f A /i nti nm VP 1 n 


3.6 


NCI-H292 IL-9 


69.7 


NK Cells IL-2 rest 


46.0 


NCI-H292 IL-13 


46.7 


Two Way MLR 3 day 


24.7 


NCI-H292 IFN gamma 


36.6 


Two Way MLR 5 day 


00 1 


rir AiiL. none 


1 1 R 
1 l.o 


Two Way MLR 7 day 


13.9 


rlrAxiU lINr aipna lL,-i 
beta 


12.9 


PBMC rest 




Lung fibroblast none 


I J.J 


PBMC PWM 


17.3 


Lung fibroblast TNF alpha 
+ IL-1 beta 


31.9 


PBMC PHA-L 


11.7 


Lung fibroblast IL-4 


9.6 


Ramos (B cell) none 




Lung riDroDiast iLr-v 


7 A 


Ramos (B cell) 
ionomycin 


18.2 


Lung fibroblast IL- 1 3 


6.3 


B lymphocytes PWM 


37.1 


Lung fibroblast IFN 

gamma 


10.4 


B lymphocytes CD40L 

IT A 

and lL-4 


34.6 


Dermal fibroblast 
L-LUIU/U rest 


23.7 


EOL-1 dbcAMP 


14.4 


Dermal fibroblast 
ULJJiu/u liNr aipna 


75.8 


EOL-1 dbcAMP 

PMA/ionomycin 


21.6 


Dermal fibroblast 
CL/Uiu/u iL-1 oeia 


18.7 


Dendritic cells none 


10.8 


iJennai iiDroDiast iriN 
ganima 


5.6 


Dendntic cells LPS 


13.5 


Uermai xibrobiast iL-4 


1 1 1 
I I.J 


Dendritic cells anti- 

rr)40 


14.4 


BD Colitis 2 


5.3 


Monocytes rest 


11.6 


IBD Crohn's 


6.0 


Monocytes LPS 


7.6 


Colon 


52.9 


Macrophages rest 


20.3 


Lung 


9.7 
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Macrophages LPS 



15.0 



Thymus 



16.3 



HUVEC none 



16.8 



Kidney 



19,9 



HUVEC starved 



29.9 



CNS_neurodegeneration_vl.O Summary: Ag351 1 This panel confirms the expression of 
CG59708-01 gene at low levels in the brain in an independent group of individuals. However, 
no differential expression of this gene was detected between Alzheimer's diseased postmortem 
brains and those of non-demented controls in this experiment. However, as seen in panel 1.4, 
this gene is expressed at low levels throughout the CNS, including in amygdala, substantia 
nigra, thalamus, cerebellum, cerebral cortex, and spinal cord. Therefore, this gene may play a 
role in other central nervous system disorders such as Parkinson's disease, epilepsy, multiple 
sclerosis, schizophrenia and depression. 

General_screeningjanel_vl.4 Summary: Ag351 1 Highest expression of the CG59708-01 
is detected in a gastric cancer cell line sample (CT=27.1). Thus, expression of this gene can be 
used to distinguish this sample from other samples in this panel. In addition, high levels of 
expression of this gene are associated with breast cancer, ovarian cancer, and gastric cancer 
cell lines. Therefore, therapeutic modulation of the activity of this gene or its protein product 
might be beneficial in the treatment of these cancers. 

Among tissues with metabolic function, this gene is expressed at moderate to low 
levels in pituitary, adipose, adrenal gland, pancreas, thyroid, and adult and fetal skeletal 
muscle, heart, and liver. This widespread expression among these tissues suggests that this 
gene product may play a role in normal neuroendocrine and metabolic and that disregulated 
expression of this gene may contribute to neuroendocrine disorders or metabolic diseases, such 
as obesity and diabetes. 

This gene is also expressed at moderate to low levels in all regions of the CNS 
examined. Please see Panel CNS_neurodegeneration_vl .0 for discussion of utility of this gene 
in the central nervous system. 

Panel 4D Summary: Ag35 1 1 Highest expression of the CG59708-O1 gene is detected in a 
IL-4 treated NCI-H292 sample (CT=26.4). In addition, this gene is expressed at high to 
moderate levels m a wide range of cell types of significance in the immune response in health 
and disease. These cells include members of the T-cell, B-cell, endothelial cell, 
macrophage/monocyte, and peripheral blood mononuclear cell family, as well as epithelial and 



950 



wo 02/072757 PC T/t 802/069(^8 

fibroblast cell types from lung and skin, and normal tissues represented by colon, lung, thymus 
and kidney. This ubiquitous pattern of expression suggests that this gene product may be 
involved in homeostatic processes for these and other cell types and tissues. This pattern is in 
agreement with the expression profile in General_screening_panel vl.5 and also suggests a 
role for the gene product in cell survival and proliferation. Therefore, modulation of the gene 
product with a functional therapeutic may lead to the alteration of functions associated with 
these cell types and lead to improvement of the symptoms of patients suffering from 
autoimmune and inflammatory diseases such as asthma, allergies, inflammatory bowel 
disease, lupus erythematosus, psoriasis, rheumatoid arthritis, and osteoarthritis. 

CL, CG59559-01: CPSase-related 

Expression of gene CG59559-01 was assessed using the primer-probe set Ag3469, 
described in Table CLA. Results of the RTQ-PCR runs are shown in Tables CLB, CLC and 
CLD. 

Table CLA . Probe Name Ag3469 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 ' -tccagtcggatcaattctattg-3 ' 


22 


1213 


677 


Probe 


TET-5 ' -attcagatgtcccctcatcagcccat-3 ' - 

TAMRA 


26 


1237 


678 


Reverse 


5 ' -aattgtcttcgacgaagaaacc-3 ' 


22 


1266 


679 



Table CLB . CNS_neurodegeneration_vLO 



Tissue Name 


Rel. Exp.(%) Ag3469, 
Run 210376662 


Tissue Name 


Rel. Exp.(%) Ag3469, 
Run 210376662 


AD 1 Hippo 


23.5 


Control (Path) 3 
Temporal Ctx 


13.9 


AD 2 Hippo 


31.0 


Control (Path) 4 
Temporal Ctx 


35.6 


AD 3 Hippo 


17.1 


AD 1 Occipital Ctx 


8.1 


AD 4 Hippo 


23.0 


AD 2 Occipital Ctx 
(Missing) 


0.0 


AD 5 Hippo 


21.0 


AD 3 Occipital Ctx 


2.0 


AD 6 Hippo 


69.3 


AD 4 Occipital Ctx 


25.9 


Control 2 Hippo 


56.6 


AD 5 Occipital Ctx 


31.9 


Control 4 Hippo 


52.5 


AD 6 Occipital Ctx 


10.4 


Control (Path) 3 


7.5 


Control 1 Occipital 


3.3 
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Hippo 




Ctx 




AD 1 Temporal Ctx 


39.8 


Control 2 Occipital 
LtX 


42.6 


AD 2 Temporal Ctx 


35.8 


Control 3 Occipital 

LtX 


10.7 


AD 3 Temporal Ctx 


12.2 


Control 4 Occipital 

LtX 


17.6 


AD 4 Temporal Ctx 


30.1 


Control (Path) 1 
uccipiiai Lix 


59.0 


AD 5 Inf Temporal 

Ctx 


37.6 


Control (Path) 2 
Uccipital Utx 


14.6 


AD 5 Sup Temporal 
Ctx 


33.4 


Control (Path) 3 
Uccipital ctx 


0.0 


AD 6 Inf Temporal 
Ctx 


52.1 


Control (Path) 4 
uccipital LIX 


10.6 


AD 6 Sup Temporal 

Ctx 


31.0 


Control 1 Parietal 
LtX 


9.1 


Control 1 Temporal 
Ctx 


12.7 


Control 2 Parietal 
LtX 


28.5 


Control 2 Temporal 
Ctx 


31.4 


Control 3 Parietal 
LtX 


17.2 


Control 3 Temporal 
Ctx 


36.3 


Control (Path) 1 
ranetai Ltx 


64.2 


Control 3 Temporal 
Ctx 


16.8 


Control (Path) 2 
ranetai utx 


25.7 


Control (Path) 1 
1 emporai v^ix 


100.0 


Control (Path) 3 

P;^nptal C\x 

I CUlWLcli >wl.A. 


1.3 


Control (Path) 2 
Temporal Ctx 


62.4 


Control (Path) 4 
Parietal Ctx 


55.9 



Table CLC . General_screening__panel_vL4 



Tissue Name 


Rel. Exp.(%) Ag3469, 
Run 217119419 


Tissue Name 


Rel. Exp.(%) Ag3469, 
Run 217119419 


Adipose 


3.8 


Renal ca.TK-10 


7.1 


Melanoma* 
Hs6S8(A).T 


9.2 


Bladder 


5.7 


Melanoma* 
Hs688(B).T 


4.7 


Gastric ca. (liver met.) 
NCI-N87 


4.9 


Melanoma* M 1 4 


0.1 


Gastric ca. KATO III 


1.0 


Melanoma* 
LOXIMVI 


0.8 


Colon ca. SW-948 


0.8 


Melanoma* SK- 
MEL-5 


2.3 


Colon ca. SW480 


0.0 


Squamous cell 


1.9 


Colon ca.* (SW480 


5.1 
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carcinoma SCC-4 




met) SW620 




Testis Pool 


< 1 

J. I 


Pnlnn on HT90 


8.9 


Prostate ca.* (bone 
mei\ Pr-3 


3.6 


Colon ca. HCT-1I6 


0.7 


Prnctntp Pnnl 


1.8 


Colon ca. CaCo-2 


8.1 


Placenta 


1.4 


Colon cancer tissue 


8.2 


Uterus rool 


Z. / 


v^oion cd. o vv 1 i lu 


0.3 


Ovarian ca. 

r\\ Tf^ KT% 1 

OVLAK-i 


7.9 


Colon ca. Colo-205 


1.6 


Ovarian ca. SK-OV- 
3 


11.3 


Colon ca, SW-48 


0.9 


Ovarian ca. 
OVCAR-4 


0.8 


Colon Pool 


10.4 


Ovarian ca. 
OVCAR-5 


9.2 


Small Intestine Pool 


3.6 


Ovarian ca. IGROV- 

1 


5.5 


Stomach Pool 


2.7 


Ovarian ca. 
OVCAR-8 


2.0 


Bone Marrow Pool 


6.3 


Ovary 


16.7 


Fetal Heart 


0.9 


Breast ca. MCr- / 


3 1 .0 


IJ^art Pnnl 
nCaTl FUOl 


3.8 


Breast ca. MDA- 


4.0 


Lymph Node Pool 


11.9 


Breast ca BT 549 


3.7 


Fetal Skeletal Muscle 


0.4 


Rreast ca T47D 


20.9 


Skeletal Muscle Pool 


0.5 


Breast ca. MDA-N 


0.1 


Spleen Pool 


10.7 


Breast Pool 


1 1 


1 nyniub r uoi 


7.5 


Trachea 


3.8 


CNS cancer (glio/astro) 

TTS7 NAn 


10.2 


Lung 


9.3 


CNS cancer (glio/astro) 

U-i lo-ivivj 


1.3 


Fetal Lung 


3.8 


CNS cancer 
^neurUjiTid^ i3iv~i>-/ao 


0.1 


Lung ca. NCI-N417 


0.0 


CNS cancer (astro) SF- 


3.0 


Lung ca. LX-1 


13.8 


TN.^ cancer ^astro^ 


lU.O 


Lung ca. NCI-H146 


0.1 


CNS cancer (glio) 
Q\m 1 Q 


4.9 


Lung ca. SHP-77 


6.0 


v-ziNo cancer ^^gnu^ or- 
295 


21.0 


Lung ca. A549 


100.0 


Brain (Amygdala) Pool 


1.1 


Lungca. NCI-H526 


0.0 


Brain (cerebellum) 


2.0 


Lung ca. NCI-H23 


0.1 


Brain (fetal) 


1.2 
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Lung ca. NCI-H460 


r: 

89 ^ 
o,y p 


►ram (rUppocdiupub; 
^ool 


1.1 


Lung ca. HOP-62 


45.4 C 


^ereorai L^oriex rooi 


1.2 


Lungca. NC1-H522 


r 

\ 


Jram (oUDSlanUd WV^a} 

^ool 


L3 


^ ~ ^ 

Liver 


0.6 E 


Jrain (Thalamus) Pool 

^1 villi y * » »v*m**»«»'«»"»y — 


1.2 


Fetal Liver 




L8 I 


^rain (whole) 


1.1 


Liver ca, HepG2 


L5 5 


sninal Cord Pool 


1.9 


Kidney Pool 


8.8 i 


\drenal Gland 


26.8 


Fetal Kidney 


3.7 1 


^ituitarv eland Pool 


0.5 


Renal ca. 786-0 


3.9 5 


^alivarv Gland 


1.3 


Renal ca. A498 


10.5 


rhvroid ffemale) 


0.7 


Renal ca. ACHN 


6.2 ] 


Pancreatic ca. CAPAN2 


20.2 


Renal ca. UO-31 




6.3 


Pancreas Pool 


9.6 


Table CLD. Panel 4, 


ID 




Tissue Name 


Rel. Exp.(%) 
Ag3469, Run 
169839390 


Tissue Name 


Rel. Exp.(%) 

AAlidM Run 

169839390 


Secondary Thl act 


19.2 


HUVEC IL-lbeta 


1 '\ 


Secondary Th2 act 


25.2 


HUVEC IFN gamma 


6.2 


Secondary Trl act 


14.4 


HUVEC TNF alpha + IFN 
gamma 


1.3 


Secondary Thl rest | 


26.1 


HUVEC TNF alpha + IL4 


1.1 


Secondary Th2 rest | 


46.3 


HUVEC IL-U 1 


1.1 


Secondary Trl rest 


36.6 


Lung Microvascular EC 
none 


0.7 


Primary Thl act 


13.6 


Lung Microvascular EC 
TNFalpha+ IL-lbeta 


0.4 


Primary Th2 act 


iin 


Microvascular Dermal EC 
none 


0.1 


Primary Trl act 


15.2 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


0.0 


PnmaryThi rest 




Bronchial epithelium 
iTNFalpha + ILlbeta 


5.8 


Primary Th2 rest 


44.4 


Small airway epithelmm 
none 


2.0 


Primary Trl rest 


45.1 


Small airway epithelium 
TNFalpha + lL-lbeta 


6.9 


CD45RA CD4 
lymphocyte act 


25.2 


Coronery artery SMC rest 


3.1 


CD45RO CD4 
lymphocyte act 


67.8 


Coronery artery SMC 
TNFalpha + IL-lbeta 


3.4 
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CDS lymphocyte act 59.5 > 


^.strocytes rest 1-4 


Secondary CDS 
lymphocyte rest 


47.0 j 


\strocytes TNFalpha + 
L-lbeta 


3.2 


Secondary CDS 
lymphocyte act 


38.4 1 


<CU-8 12 (Basophil) rest 


3.0 


CD4 lymphocyte none 


61.1 1 


<U-8 12 (Basophil) 
PMA/ionomycin 


6.4 


2ryThl/Th2/Trl anti- 
CD95 CHll 


27.2 ' 
1 


2CD1 106 (Keratinocytes) 
none 


3.8 


LAK cells rest 


( 

50.7 


CCD 1106 (Keratinocytes) 
rNFalpha+ IL-lbeta 


5.2 


LAK cells IL-2 


36.9 Liver cirrhosis 


3.0 


LAK cells IL-2+IL-12 


49.0 


NL-l-ilZVZ none 


5.0 


LAK cells IL-2+IFN 
gamma 


59.5 


NCI-H292 IL-4 


5.5 


LAK cells IL-2+IL- 18 


58.2 




6.8 


LAK cells 
PMA/ionomycin 


65.5 


NCI-H292 IL-13 


6.7 


NK Cells IL-2 rest 


47.0 


NC1-H292 IFN gamma 


8.0 


Two Way MLR 3 day 54.0 


HPAEC none 


2.7 


Two Way MLR 5 day 


25.2 


HPAEC TNF alpha + IL-1 
beta 


3.3 


Two Way MLR 7 day 


42.6 


Lung fibroblast none 


1.5 


PBMC rest 


23.5 


Lung fibroblast TNF alpha 
+ IL-1 beta 


LI 


PBMC PWM 


37.4 


Lung fibroblast IL-4 


0.7 


PBMC PHA-L 


59.5 


Lung fibroblast IL-9 


3.1 


Ramos (B cell) none 


1.8 


Lung fibroblast IL-13 


0.7 


Ramos (B cell) 
ionomycin 


2.5 


Lung fibroblast IFN 

gaimila 


0.3 


B lymphocytes PWM 


26.8 


Dermal fibroblast 
CCD 1070 rest 


7.7 


B lymphocytes CD40L 
and IL-4 


100.0 


Dermal fibroblast 
CCD1070 TNF alpha 


j 36.9 


EOL-1 dbcAMP 


2.7 


Dermal fibroblast 
CrD1070IL-l beta 




EOL-1 dbcAMP 
PMA/ionomycin 


0.5 


Dermal fibroblast IFN 

gamma 


0.7 


Dendritic cells none 


10.4 


Dermal fibroblast IL-4 


3.7 


Dendritic cells LPS 


3.2 


Dermal Fibroblasts rest 


0.2 


Dendritic cells anti- 
CD40 


4.2 


Neutrophils TNFa+LPS 


0.8 


Monocytes rest 


1.7 


Neutrophils rest 


3.2 


Monocytes LPS 


2.6 


Colon 


4.4 
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Macrophages rest 5.6 


T 1 in 


5.0 


Macrophages LPS 


2.6 


Thymus 


6.9 


HUVEC none 


0.7 


Kidney 


2.0 


HUVEC starved 


1.6 







CNS_neurodegeneration_vl.O Summary: Ag3469 This panel confirms the expression of 
the CG59559-01 gene at low levels in the brain in an independent group of individuals. 
However, no differential expression of this gene was detected between Alzheimer's diseased 
postmortem brains and those of non-demented controls in this experiment. However, as seen 
in panel 1 .4, this gene is expressed at low levels throughout the CNS, including in amygdala, 
substantia nigra, thalamus, cerebellum, cerebral cortex, and spinal cord. Therefore, this gene 
may play a role in other central nervous system disorders such as Parkinson's disease, 
epilepsy, multiple sclerosis, schizophrenia and depression. 

General_screening_paneI_vL4 Summary: Ag3469 Highest expression of the CG59559-01 
gene is detected in sample derived from a lung cancer cell line (CT=25.6). Thus, expression of 
this gene can be used to distinguish this sample from other samples used in this panel. 
Furthermore, significant expression of this gene is associated with pancreatic cancer, CNS 
cancer and breast cancer cell lines. Therefore, therapeutic modulation of the activity of this 
gene or its protein product might be beneficial in the treatment of these cancers. 

Among tissues with metabolic function, this gene is expressed in pituitary, adipose, 
adrenal gland, pancreas, thyroid, and adult and fetal skeletal muscle, heart, and liver. This 
widespread expression among these tissues suggests that this gene product may play a role in 
normal neuroendocrine and metabolic and that disregulated expression of this gene may 
contribute to neuroendocrine disorders or metabolic diseases, such as obesity and diabetes. 

This gene is also expressed at low but significant levels in all regions of the CNS 
examined. Please see Panel CNS_neurodegeneration_vl.O for discussion of utility of this gene 
in ihe central nervous system. 

Panel 4.1D Summary: Ag3469 Highest expression of the CG59559-01 gene is detected in 
sample derived CD40L and IL-4 treated B lymphocytes (CT=27.2). FurShermore, this gene is 
expressed at significant levels in a wide range of cell types of significance in the immune 
response in health and disease. These cells include members of the T-cell, B-cell, endothelial 
cell, and peripheral blood mononuclear cell family, as well as epithelial and fibroblast cell 
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types from lung and skin, and normal tissues represented by colon, lung, thymus and kidney. 
This ubiquitous pattern of expression suggests that this gene product may be involved in 
homeostatic processes for these and other cell types and tissues. Therefore, modulation of the 
gene product with a functional therapeutic may lead to the alteration of functions associated 
with these cell types and lead to improvement of the symptoms of patients suffering from 
autoimmune and inflammatory diseases such as asthma, allergies, inflammatory bowel 
disease, lupus erythematosus, psoriasis, rheumatoid arthritis, and osteoarthritis. 

CM, CG59669.01: CARBON YL REDUCTASE 

Expression of gene CG59669-01 was assessed using the primer-probe set Ag3505, 
described in Table CMA. 

Table CMA . Probe Name Ag3505 



Primers 


Sequences 


Length 


Start Position 


SEQ ID 

NO: 


Forward 


5 ' -ccgggtcccagaatctagt-3 ' 


19 


4 


680 


Probe 


TET-5 ' -cctacgccacggttttgaccacg-3 ' -TAMRA 


23 


23 


681 


Reverse 


5 ' -gacacacggaccacctgat-3 ' 


19 


74 


682 



CNS_neurodegeneration_vl.O Summary: Ag3505 Expression of the CG59669-01 gene is 
low/undetectable (CTs > 35) across all of the samples on this panel (data not shown). 



General_screening_panel_vl.4 Summary: Ag3505 Results from one experiment with the 
CG59669-01 gene are not included. The amp plot indicates that there were experimental 
difficulties with this run. 

Panel 4.1 D Summary: Ag3505 Expression of the CG59669-01 gene is low/undetectable 
(CTs > 35) across all of the samples on this panel due to a probable probe or chemistry failure 
(data not shown). 

Panel 5 Islet Summary: Ag3505 Expression of the CG59669-01 gene is low/undetectable 
(CTs > 35) across all of the samples on this panel (data not shown). 

CN. CG59679-01: CARBONYL REDUCTASE 

Expression of gene CG59679-01 was assessed using the primer-probe set Ag3507, 
described in Table CNA. 

957 



wo (>2/(»72757 

Table CNA . Probe Name Ag3507 
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X rilllvl ^ 


Sequences 


Length 


Start 
Position 


SEQ ID 


Forward 


5 ' -gactggagctaataagggcatt-3 ' 


22 


130 


683 


Probe 


TET-5 ' -tcgtgacctgtgtcagcaattctcag-3 ' - 
TAMRA 


26 


166 


684 


Reverse 


5 • -gtgcagtgagcaccacatc-3 * 


19 


194 


685 



CNS_neurodegeDeration_vl.O Summary: Ag3507 Expression of the CG59679-01 gene is 
low/undetectable (CTs > 35) across all of the samples on this panel (data not shown). 



General_screening_panel_vl.4 Summary: Ag3507 Expression of the CG59679-01 gene is 
low/undetectable (CTs > 35) across all of the samples on this panel (data not shown). 

Panel 4.1D Summary: Ag3507 Expression of the CG59679-01 gene is low/undetectable 
(CTs > 35) across all of the samples on this panel (data not shown). The data suggest that there 
may have been experimental difficulties with this run. 

Panel 5 Islet Summary: Ag3507 Expression of CG59679-01 gene is low/undetectable (CTs 
> 35) across all of the samples on this panel (data not shown). 

CO. CG59644-01: Putative protein pliosphatase 

Expression of gene CG59644-01 was assessed using the primer-probe set Ag3503, 
described in Table COA. Results of the RTQ-PCR runs are shown in Tables COB, COC and 
COD. 



Table COA . Probe Name Ag3503 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
NO: 






22 


410 


763 


Probe 


, ^ , . , 

TET-5 ■ -ccacaagctactgtgagttgctgcaa-3 ' - 
TAMRA 


26 


440 


764 


Reverse 


5 ' -ctaccgagcaaagggactttat-3 ' 


22 


467 


765 



Table COB . CNS_neurodegeneration_vLO 



Tissue Name 


Rel. Exp.(%) Ag3503, 
Run 210938272 


Tissue Name 


Rel. Exp.(%) Ag3503, 
Run 210938272 
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AD 1 HioDO 


22.1 ! 


:ontrol (Path) 3 
[ emporai i x 


5.7 


AD 2 Hippo 


29.1 


^oniroi \rAin) H 

femporal Ctx 


25.3 


AD 3 Hippo 


10.8 


Pi.U [ wCCipildl *^IA 


21.8 


AD 4 Hippo 


9.4 ; 


f\u z uccipiiai CIA 
Missimi) 


0.0 


AD 5 hippo 




AD 3 Occipital Ctx 


8.9 


AD 0 rlippO 


RO 7 


AD 4 Occipital Ctx 


22.8 


Control 2 Hippo 


27.0 


AD 5 Occipital Ctx 


26.8 


Control 4 Hippo 


11. 4 


AJJ 0 dCCipUal V- IA 


56.6 


Control (Path) 3 
Hippo 


11.3 


Control 1 Occipital 
Ctx 


5.6 


AD 1 Temporal Ctx 


18.9 


Control 2 Occipital 

L'tX 


93.3 


AD 2 Temporal Ctx 


29.5 


Control 3 Occipital 

L/lX 


15.8 


AD 3 Temporal Ctx 


7.2 


Control 4 Occipital 
Ctx 


6.1 


AD 4 Temporal Ctx 


19.3 


Control (Path) 1 
uccipiiat cix 


80.1 


ADS Inf Temporal 
Ctx 


73.2 


Control (Path) 2 
L/CCipuai cix 


7.5 


AD 5 SupTemporal 
Ctx 


49.0 


Control (Path) 3 

VJCCipilai ClA 


5.9 


AD 6 Inf Temporal 
Ctx 


68.8 


Control (Path) 4 
uccipixai cix 


14.5 


AD 6 Sup Temporal 
Ctx 


66.0 


Control 1 Parietal 
ctx 


7.6 


Control 1 Temporal 
Ctx 


4.4 


Control 2 Parietal 
Ctx 


29.1 


Control 2 Temporal 
Ctx 


53.2 


Control 3 Parietal 

Ctx 


26.6 


Control 3 Temporal 
Ctx 


9.7 


Control (Path) 1 
raneiai cix 


95.9 


Control 4 Temporal 

Ctx 


11.3 


Control (Path) 2 

Uat-iotol f~tv 

raneiai cix 


22.5 


Control (Path) 1 
1 empordi 


48.0 


Control (Path) 3 
Parietal Ctx 


6.8 


Control (Path) 2 
Temporal Ctx 


22.2 


Control (Path) 4 
Parietal Ctx 


49.7 



Table COC . General_screening_panel_vl.4 



Tissue Name | Rel. Exp.(%) Ag3503, | Tissue Name | Rel. Exp.(%) Ag3503, | 
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Run 217131685 




Run 217131685 


Adipose 


1 0 0 


IvCIlal ta. 1 1 " 


26.8 


Melanoma* 
Hso88(A). 1 


7.7 


Bladder 


22.1 


Melanoma* 
Hs688(B).T 


11.0 


NCI-N87 


63.7 


Melanoma* Ml 4 


Zj.U 


rractrir It^ATO III 
VJaoinC l/d. IWA 1 W 111 


66.0 


Melanoma* 
LOXEMVI 


25.9 


Colon ca. SW-948 


16.4 


Melanoma* SK- 
MEL-5 


69.3 


Colon ca. SW480 


37.4 


Squamous cell 
carcinoma SCC-4 


18.9 


met) SW620 


24.8 


Testis Fool 


i J.U 




13.7 


Prostate ca.* (bone 
met) Pr-3 


51.8 


Colon ca.HCT-1 16 


60.3 


Prn^tatp Pool 


6.9 


Colon ca. CaCo-2 


25.7 


Placenta 


7.1 


Colon cancer tissue 


34.9 


Uterus rooi 




V- UlUIl va. o VV 1 1 1 u 


8.2 


Ovarian ca, 

UVCAK-i 


14.0 


Colon ca. Colo-205 


9.2 


Ovarian ca. SK-OV- 
3 


90.8 


Colon ca. SW-48 


5.8 


Ovarian ca. 
UVCAK-4 


12.5 


Colon Pool 


17.4 


Ovarian ca. 

7/*^ AT* C 

OVCAR-5 


34.2 


Small Intestine Pool 


15.7 


Ovarian ca. IGROV- 

1 


33.0 


Stomach Pool 


6.6 


Ovarian ca. 
OVCAR-8 


17.6 


Bone Marrow Pool 


6.4 


Ovary 


7.8 


Fetal Heart 


12.1 


Breast ca. MCr-/ 


iJ.y 


XJptort Pool 


17.7 


oreast ca. jvljja- 
MB-231 


55.1 


Lymph Node Pool 


17.6 


Breast ca BT 549 


19.8 


Fetal Skeletal Muscle 


4.8 
100.0 


Rrpa^st ppi T47F) 


66.9 


Skeletal Muscle Pool 


Breast ca. MDA-N 


12.2 


Spleen Pool 


12.5 


Breast Fool 


1 /.O 


T'Vji/miic Pr\ol 

1 nymub r oui 


14.2 


Trachea 


28.7 


CNS cancer (glio/astro) 

T TR7 Mn 


42.9 


Lung 


3.0 


CNS cancer (glio/astro) 
U-118-MG 


55.1 


Fetal Lung 


18.8 


CNS cancer 


30.6 
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Lung ca. NCI-N417 


9.1 


CNS cancer (astro) SF- 


12.2 


Lungca. LX-1 


41.2 


CNS cancer (astro) 


22.4 


Lung ca.NCl-H 146 


7.0 


CNS cancer (glio) 


36.3 


Lung ca. SHP-77 


26.8 


295 


50.7 


T iincy m AS4Q 


24.8 


Brain (Amygdala) Pool 


12.4 


Lung ca. NCI-H526 


8,0 


Brain (cerebellum) 


14.6 


Lung ca. NCI-H23 


ZO.O 




10.2 


Lung ca. NCI-H460 


29.7 


Pool 


13.8 


Lung ca. HOP-62 


o.U 


V^CrCUldl V_/U1 LCA r UUl 


17 2 


Lung ca. NCI-H522 


19.9 


Tirciin /^QiiVictjiritiJi nitrra'^ 
oraill ^ouUolalllla iJi^ia^ 

Pool 


19.1 


T ivpr 


2.9 


Brain (Thalamus) Pool 


18.4 




10.4 


Brain (whole) 


15.7 




14.2 


Spinal Cord Pool 


10.9 




23.8 


Adrenal Gland 


25.7 




10.4 


Pituitary gland Pool 


3.9 


Renal ca 7Rfi-0 

XxWllCll \t<l» t o\J V/ 


12.3 


Salivary Gland 


11. 1 


Renal ca. A498 


3.7 


Thyroid (female) 


4.4 


Renal ca. ACHN 


27.9 


Pancreatic ca. CAPAN2 


15.0 


Renal ca.UO-31 


12.0 


Pancreas Pool 


17.1 



Table COD. Panel 4D 



Tissue Name 


Rel. Exp.(%) 
Ag3503, Run 
166441943 


Tissue Name 


Rel. Exp.(%) 
Ag3503, Run 
166441943 


Secondary Thl act 


54.3 


HUVEC IL-lbeta 


20.4 


Secondary Th2 act 


52.5 


HUVEC IFN gamma 


14.6 


O 1 T-1 


1 


HUVEC TNF alpha + IFN 
gamma 


16.0 


Secondary Thl rest 


34.6 


HUVEC TNF alpha + IL4 


24.8 


Secondary Th2 rest 


20.0 


HUVEC IL- 11 


6.6 


Secondary Trl rest 


23.0 


Lung Microvascular EC 
none 


12.9 


Primary Thl act 


39.5 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


17.4 


Primary Th2 act 


59.9 


Microvascular Dermal EC 
none 


21.6 
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Primary Trl act 


92.7 


Microsvasular Dermal EC 

TKrColrkViQ -1- TT -lV>Pta 

1 iNraipna ^ i-u i uciu 


20.2 


Primary Thl rest 


94.6 


Bronchial epithelium 

1 INr aipna ' ll-' i Uvla 


17.7 


Primary Th2 rest 


31.4 


Small airway epithelium 
none 


7.9 


Primary Trl rest 


32.8 


Small airway epithelium 

1 IN r aipOd ' 11^ 1 UCla 


53.6 


CD45RA CD4 
lymphocyte act 


44.1 


Coronery artery SMC rest 


7.7 


CD45RO CD4 
lymphocyte act 


65.5 


coronery dricry oiviv^ 
TNFalpha + IL-lbeta 


8.3 


CDS lymphocyte act 


Oo.J 


ASirocyicb rcbi 


1 1.7 


Secondary CDS 
lymphocyte rest 


68.8 


Astrocytes TNFalpha + 


21.9 


Secondary CDS 
lymphocyte act 


40.1 


KU-8 12 (Basophil) rest 


12.1 


CD4 lymphocyte none 


20.9 


KU-8 12 (Basophil) 
r ivi/v lonomyciii 


42.6 


2ry Thl/Th2/Trl_^anti- 
CD95 CHll 


40.9 


CCD 1 106 (Keratinocytes) 
none 


21.0 


LAK cells rest 


22.7 


TNFalpha + IL-lbeta 


72.2 


LAK cells IL-2 


46.7 


Liver cirrhosis 


12.8 


LAK cells IL-2+IL-12 


Jo. 2 


i^upus Kiuncy 


16.7 


LAK cells IL-2+1FN 
gamma 


68.8 


NCI-H292 none 


33.0 


T A \r TT 1 TT 1 O 

LAK cells 1L-2+ lL-18 


J /.O 




35 1 


LAK cells 

P\4 A/innnm vein 

1 iVliiJ IVJilWlii J* will 


100.0 


NCI-H292 IL-9 


35.4 


NK Celk II -2 rest 


32.8 


NCI-H292IL-13 


24.8 


Two Way MLR 3 day 


42.9 


NCI-H292 IFN gamma 


22.5 


Two Way MLR 5 day 




LTD APP nntiP 

rir/VDv/ none 


11.2 


Two Way MLR 7 day 


33.7 


beta 


27.9 


PBMC rest 


ZZ.3 


T lino fiKrnKli^Qt nnilP 
L>Lill^ liUlUL/laoL llUilt; 


10.6 


PBMC PWM 


54.0 


T imo TiKmhlaQt TNT^ alnha 

+ IL-1 beta 


25.5 


PBMC PHA-L 


20.6 


Lung fibroblast IL-4 


11.6 


Ramos (B cell) none 


JO. J 


T iinrr fiT^rrvV^lcict TT «Q 
LrUng llDrOOidal lJL.*y 


5.4 


Ramos (B cell) 
ionomycin 


38.4 


Lung fibroblast IL-1 3 


8.5 


B lymphocytes PWM 


44.8 


Lune fibroblast IFN 
gamma 


11.7 


B lymphocytes CD40L 


42.9 


Dermal fibroblast 


16.4 
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If A 

and lL-4 




rrni070 rest 




EOL-l dbcAMP 


18.2 


Dermal fibroblast 
rrn 1 070 TNF aloha 


56.3 


EOH dbcAMP 
PMA/ionomycin 


30.4 


Dermal fibroblast 
rrni 07n n -i beta 


14.4 


Dendritic cells none 


31.2 


gamma 


14.5 


Dendntic ceils Lra 


Af\ Q 


nprrml fihrnhlast TT>-4 


29.1 


Dendntic cells anti- 
rD40 


31.2 


IBD Colitis 2 


13.7 


Monocvte^ rest 


50.0 


IBD Crohn's 


11.6 




31.0 


Colon 


70.7 


Marrnnhapes rest 


26.4 


Lung 


17.1 


Macrophages LPS 


28.9 


Thymus 


29.3 


HUVEC none 


22.2 


Ki<jney 


40.1 


HUVEC starved 


25.3 







CNS_neurodegeneration_vl.O Summary: Ag3503 This panel confirms the expression of 
this gene at low levels in the brains of an independent group of individuals. However, no 
differential expression of this gene was detected between Alzheimer's diseased postmortem 
brains and those of non-demented controls in this experiment. Please see Panel 1.4 for a 
discussion of the potential utility of this gene in treatment of central nervous system disorders. 



General_screeningjpanel_vl.4 Summary: Ag3503 Expression of the CG59644-01 gene is 
highest in adult skeletal muscle (CT = 25.5). Interestingly, expression of this gene is much 
lower in fetal skeletal muscle (CT = 29.9), suggesting that expression of this gene may be used 
to distinguish adult and fetal skeletal muscle. 

The CG59644-01 gene encodes a protein with homology to protein phosphatases. This 
gene is expressed at high to moderate levels in the majority of samples on this panel. 
However, expression of this gene appears to be higher in cancer cell lines when compared to 
normal adult tissues. This observation is consistent with the potential role for this gene product 
in cell survival and proliferation. 

In addition, this gene is expressed at high levels in all regions of the central nervous 
system examined, including amygdala, hippocampus, substantia nigra, thalamus, cerebellum, 
cerebral cortex, and spinal cord. Therefore, this gene may play a role in central nervous system 
disorders such as Alzheimer's disease, Parkinson's disease, epilepsy, multiple sclerosis, 
schizophrenia and depression, 
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Among tissues with metabolic or endocrine ftinction, this gene is expressed at high to 
moderate levels in pancreas, adipose, adrenal gland, thyroid, pituitary gland, skeletal muscle, 
heart, liver and the gastrointestinal tract. Therefore, therapeutic modulation of the activity of 
this gene may prove useful in the treatment of endocnne/metabolically related diseases, such 
as obesity and diabetes. 

Panel 4D Summary: Ag3503 This gene is expressed at high to moderate levels in a wide 
range of cell types of significance in the immune response in health and disease. These cells 
include T cells, B cells, endothelial cells, macrophages, monocytes, dendritic cells, basophils, 
eosinophils and peripheral blood mononuclear cells, as well as epithelial and fibroblast cell 
types from lung and skin, and normal tissues represented by colon, lung, thymus and kidney. 
This ubiquitous pattern of expression suggests that this gene product may be involved in 
homeostatic processes for these and other cell types and tissues. This pattern is in agreement 
with the expression profile in General_screening_panel_vl.5 and also suggests a role for the 
gene product in cell survival and proliferation. Therefore, therapeutic modulation of the 
activity of this gene or its protein product may lead to the alteration of functions associated 
with these cell types and lead to improvement of the symptoms of patients suffering from 
autoimmune and inflammatory diseases such as asthma, allergies, inflammatory bowel 
disease, lupus erythematosus, psoriasis, rheumatoid arthritis, and osteoarthritis. 

CP. CG59662-01: Cyclophilin 

Expression of gene CG59662-01 was assessed using the primer-probe set Ag3504, 
described in Table CPA. Results of the RTQ-PCR runs are shown in Tables CPB and CPC. 

Table CPA . Probe Name Ag3504 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 • -ggtcaaccacaccatgttctt-3 ' 


21 


22 


686 


Probe 


TET-5 ' -cttggaccacgtctcctttgagctg-3 ' - 
TAMRA 


25 


67 


687 


Reverse 


5 • -tctttggaaacttttctgcaaa-3 ' 


22 


92 


688 



Table CPB . General_screeningjDanel_vl.4 



Tissue Name 


Rel. Exp.(%) Ag3504, 
Run 217236170 


Tissue Name 


Rel. Exp.{%) Ag3504, 
Run 217236170 
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Adipose 




D Anol r»o TV 1 n 

Kenai ca, i k-iu 




Melanoma* 
Hsooo(A). 1 


1.0 


Bladder 


0.6 


Melanoma* 
Hs688(B).T 


0.4 


Uastnc ca. (iiver met.; 
NCI-N87 


4.8 


Melanoma* M14 


lUU.U 


Uastnc ca. ivA J u ill 


1 A 0 

14. z 


Melanoma* 
LUAIMVI 


3.9 


Colon ca. SW-948 


2.3 


Melanoma* SK- 

MbL-j 


4.9 


Colon ca. SW480 


12.9 


O 11 

Squamous cell 
carcinoma SCC-4 


47.6 


Lolon ca. vV4oU 
met) SW620 


0.3 


1 estis rool 


Z. / 


L olon ca. n 1 




Prostate ca.* (bone 
met) PC-3 


3.1 


Colon ca. HCT-116 


1.1 


Prostate Pool 


5.7 


Colon ca CaCo-2 


11.6 


Placenta 


5.0 


Colon cancer tissue 


7.6 


Uterus Pool 




i^oion ca. o w 1 1 10 


1 c 

l.J 


Ovarian ca. 

UVLAK-J 


20.6 


Colon ca. Colo-205 


11.7 


Ovarian ca. SK-OV- 
3 


6.3 


Colon ca. SW-48 


6.2 


Ovarian ca. 

UVL.AK-4 


1.5 


Colon Pool 


4.7 


Ovarian ca. 


10.2 


Small Intestine Pool 


2.5 


Ovarian ca. IGROV- 
1 


0.6 


Stomach Pool 


5.8 


Ovarian ca. 
OVCAR'8 


0.7 


Bone Marrow^ Pool 


1.2 


Ovary 


2.2 


Fetal Heart 


3.3 


oreasi ca. MCr-/ 


0 o 


rleart rool 




Breast ca. MDA- 
MB-231 


4.0 


Lymph Node Pool 


11.8 


Breast ca. BT 549 


5.6 


Fetal Skeletal Muscle 


0.9 


Breast ca. T47D 


15.0 


Skeletal Muscle Pool 


32.3 


Breast ca. MDA-N 


17.7 


Spleen Pool 


2.0 


breast rooi 


n o 
U.V 


Thymus Pool 




Trachea 


2.0 


CNS cancer (glio/astro) 

Uo /-MU 


1.0 


Lung 


16.3 


CNS cancer (glio/astro) 

T T 1 1 R \AC 
U - i I o-iviu 


3.3 


Fetal Lung 


42.0 


CNS cancer 
(neuro;met) SK-N-AS 


6.2 
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Lung ca. NC1-N417 


3.6 


CNS cancer ( astro) SF- 


2.3 


Lung ca. LX- 1 


0.7 


CNS cancer (astro) 


12.7 


Lung ca.NCI-H 146 


5.1 


CNS cancer (glio) 

c vro 1 Q 


4.1 


Lung ca. SHP-77 


17,6 


LJNb cancer (gnoj or- 

295 


0.7 




19 9 


Brain TAmvedalal Pool 


3.3 


Lungca. NCI-H526 


4.3 


Brain (cerebellum) 


2.3 


Lung ca. NCI-H23 


3.3 


Brain (letal) 




Lung ca. NCI-H460 


3.8 


Brain (Hippocampus) 
Pool 


16.3 


Lung ca. HOP-62 


0.7 


Cerebral Cortex rool 


U.J 


Lung ca. NCI-H522 


1,5 


Brain (Substantia nigra) 
Pool 


4.6 


T 1\/P»T 

JLii VCl 


1 2 


Rrain ^ Thalamus^ Pool 


9.0 


T^^^tal T ivpr 


17 2 


Rrain fwhole^ 


1.4 




1 2 


Sninal Cord Pool 


11.6 




5 1 


Adrenal Oland 


0.3 




7 1 


Pitiiitarv pland Pool 


3.9 


iveilal C/d. /ou-u 


1 2 


^alivarv riland 


1.2 


Renal ca. A498 


2.4 


Thyroid (female) 


5.5 


Renal ca. ACHN 


1.2 


Pancreatic ca. CAPAN2 


0.6 


Renal ca.UO-31 


2.5 


Pancreas Pool 


8.8 



Table CPC. Panel 4D 



Tissue Name 


Rel. Exp.(%) 
Ag3504, Run 
166407168 


Tissue Name 


Rel. Exp.(%) 
Ag3504, Run 
166407168 


Secondary Thl act 


0.0 


HUVEC IL-lbeta 


0.0 


Secondary Th2 act 


0.0 


HUVEC IFN gamma 


0.0 


Secondary Trl act 


0.0 


HUVEC TNF alpha + IFN 

gamma 


0.0 


Secondary Thl rest 


0.0 


HUVEC TNF alpha + IL4 


0.0 


Secondary Th2 rest 


0.0 


HUVEC IL-ll 


0.0 


Secondary Trl rest 


0.0 


Lung Microvascular EC 
none 


0.0 


Primary Thl act 


0.0 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


0.0 


Primary Th2 act 


0.0 


Microvascular Dermal EC 
none 


0.0 


Primary Trl act 


0.0 


Microsvasular Dermal EC 


0.0 
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TNFalpha+IL-lbeta 




Primary Thl rest 


0.0 


Bronchial epithelium 
TNFalpha+ILlbeta 


0.0 


Primary Th2 rest 


0.0 


Small airway epithelium 
none 


0.0 


Primary Trl rest 


0.0 


Small airway epithelium 
TNFalpha + IL-lbeta 


0.0 


CD45RA CD4 


0.0 


Coronery artery SMC rest 


0.0 


lymphocyte act 


0.0 


Coronery artery SMC 

'-pv "rr* 1 i_ 1 TT 11 

TNFalpha + IL- 1 beta 


0.0 


v^uo lympnocyie dci 


0.0 


Astrocytes rest 


U.U 


Secondary CDS 


0.0 


Astrocytes TNFalpha + 
IL-lbeta 


0.0 


Secondary CDS 

Ivmnlin/^vt^* ant 
iyuipiiucyic aci 


0.0 


KU-8 12 (Basophil) rest 


0.0 


CD4 lymphocyte none 


0.0 


KU-8 12 (Basophil) 
PMA/ionomycin 


0.0 


2ryThl/Th2/Trl_anti- 
rnos ri-Ti i 


0.0 


CCD 1106 (Keratinocytes) 

none 


0.0 


LAK cells rest 


0.0 


CCD 11 06 (Keratmocytes) 
TNFalpha + IL-lbeta 


0.0 


LAK cells IL-2 


U.U 


Liver cirrhosis 


100.0 




U.U 


Lupus kidney 


U.U 


gamma 


0.0 


NCI-H292 none 


0.0 


T AK ce]U TT -9+ TT -18 


U.U 


NCl-rl292 lL-4 


U.U 


T AK ce\U 
PMA/ionomycin 


0.0 


NCI-H292 IL-9 


0.0 


NK Cells IL-2 rest 


0.0 


NCI-H292 IL-13 


0.0 


Two Way MLR 3 day 


A A 


NC1-H292 IFN gamma 


0.0 




A A 
U.U 


nPAtC none 


U.U 


Two Way MLR 7 day 


0.0 


HPAECTNF alpha + IL-1 
beta 


0.0 




A A 


Lung fibroblast none 


U.U 


PBMC P\\^.'! 




Lung iibroblast I Nr alpha 
+ IL-1 beta 


A A 


PBMC PHA-L 


A A 
0.0 


Lung fibroblast IL-4 


0.0 


IvdillUo K^s^llJ IlUItC 


0.0 


Lung fibroblast IL-9 


U.U 


Ramos (B cell) 

innnTYivfin 


0.0 


Lung fibroblast IL-13 


0.0 


B lymphocytes PWM 


0.0 


Lung fibroblast IFN 
gamma 


3.5 


B lymphocytes CD40L 
and IL-4 


0.0 


Dermal fibroblast 
CCD 1070 rest 


0.0 
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EOL-l dbcAMP 


0.0 


Dermal fibroblast 

LLDIU/U IJNr aipna 


0.0 


EOL-1 dbcAMP 
PMA/ionomycin 


0.0 


Dermal fibroblast 
LLUIU/U lL-1 Deta 


0.0 


Dendritic cells none 


0.0 


Dermal iibroDiasi iriN 
gamma 


2.7 


Dendntic cells LPS 


0.0 


Dermal iibroDiast iL-4 


U.U 


Dendritic cells anti- 


0.0 


BD Colitis 2 


3.6 




00 


IBD Crohn's 


0.0 


lYlUIlUCyiCJ) JUr kJ 


0 0 


Colon 


17.0 


iviacropndgeij rcbi 


0 0 




2.2 


Macrophages LPS 


0.0 


Thymus 


9.0 


HUVEC none 


0.0 


Kidney 


0.0 


HUVEC starved 


0.0 







CNS_neurodegeneration_vl.O Summary: Ag3504 Expression of the CG59662-01 gene is 
low/undetectable (CTs > 35) across all of the samples on this panel (data not shown). 



General_screening_panel_vl.4 Summary: Ag3504 The CG59662-01 gene is expressed at 
low levels in the majority of samples on this panel, with highest expression in a melanoma cell 
line (CT = 30). The CG59662-01 gene encodes a protein with homology to cyclophilin, a 
specific high-affmity binding protein for the immunosuppressant agent cyclosporin A. 

Among tissues with metabolic or endocrine function, this gene is expressed at low 
levels in pancreas, thyroid, pituitary gland, skeletal muscle, heart, liver and the gastrointestinal 
tract. Therefore, therapeutic modulation of the activity of this gene may prove useftil in the 
treatment of endocrine/metabolically related diseases, such as obesity and diabetes. 
Interestingly, this gene is expressed at higher levels in fetal liver (CT = 32.5) than in adult 
liver (CT = 36.4), suggesting that expression of this gene can be used to distinguish fetal and 
aduh liver. 

In addition, this gene is expressed at low levels in some regions of the central nervous 
system, including amygdala, hippocampus, substantia nigra, thalamus, and spinal cord. 
Therefore, this gene may play a role in central nervous system disorders such as Alzheimer's 
disease, Parkinson's disease, epilepsy, multiple sclerosis, schizophrenia and depression. 

Panel 4D Summary: Ag3504 Significant expression of this gene is detected in a liver 
cirrhosis sample (CT = 34.4). Furthermore, expression of this gene is not detected at 
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significant levels in normal adult liver in Panel 1.4, suggesting that its expression is unique to 
liver cirrhosis. This gene encodes a putative cyclophilin; therefore, small molecule 
therapeutics could reduce or inhibit fibrosis that occurs in liver cirrhosis. In addition, 
expression of this putative cyclophilin could also be used for the diagnosis of liver cirrhosis. 

CQ. CG59773-01 : splice variant of myomegalin 

Expression of gene CG59773-01 was assessed using the primer-probe set Ag3580, 
described in Table CQA. Results of the RTQ-PCR runs are shown in Tables CQB, CQC and 
CQD. 



Table CPA . Probe Name Ag3580 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 ' -tggagttagttccggtttcc-3 ' 


20 


1647 


689 


Probe 


TET-5 ' -tgaaacccctttacaagacacctgtg-3 ' - 
TAMRA 


26 


1679 


690 


Reverse 


5 ' -ctgaaagctccaagggataact-3 ' 


22 


1705 


691 



Table COB . CNS_neurodegeneration_vl.O 



Tissue 
Name 


Rel. Exp.(%) 
Ag3580, Run 
210643837 


Rel.Exp.(%) 
Ag3580, Run 
224078543 


Tissue 
Name 


Rel. Exp.(%) 
Ag3580, Run 
210643837 


Rel. Exp.(%) 
Ag3580, Run 
224078543 


AD 1 Hippo 


28.9 


31.0 


Control 
(Path) 3 
Temporal 

Ctx 


5.9 


4.8 


AD 2 Hippo 


20.9 


19.9 


Control 
(Path) 4 
Temporal 
Ctx 


19.9 


19.2 


• — - — rr - 


107 


9.7 


AD 1 

Occipital 
Ctx 


26.1 


20.3 


AD 4 Hippo 


5.4 


4.4 


AD2 

Occipital 

Ctx 

(Missing) 


0.0 


0.0 


AD 5 Hippo 


100.0 


100.0 


AD3 
Occipital 

Ctx 


9.9 


8.8 


AD 6 Hippo 


78.5 


62.4 


AD4 


13.5 


13.2 
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Occipital 
Ctx 






Control 2 
Hippo 


15.3 


14.6 


AD 5 

Occipital 

Ctx 


19.6 


16.6 


Control 4 
Hippo 


13.5 


12.1 


AD6 
Occipital 

Ctx 


18.4 


17.9 


Control 
(Path) 3 
Hippo 


7.6 


7.5 


Control 1 
Occipital 
Ctx 


2.3 


2.1 


ADl 
Temporal 

Ctx 


38.2 


29.7 


Control 2 
Occipital 

Ctx 


31.2 


29.3 


AD2 

Temporal 

Ctx 


24.8 


20.7 


Control 3 
Occipital 
Ctx 


10.5 


9.5 


AD3 

Temporal 

Ctx 


13.2 


9.1 


Control 4 
Occipital 
Ctx 


7.7 


7.2 


AD 4 

Temporal 

Ctx 


16.5 


17.6 


Control 
(Path) 1 
Occipital 
Ctx 


47.6 


48.3 


AD 5 Tnf 

fx 1-/ ^ llli 

Temporal 
Ctx 


89.5 


81.2 


Control 
(Path) 2 
Occipital 
Ctx 


8.0 


7.2 


AD 5 SuD 
Temporal 
Ctx 


66.0 


63.7 


Control 
(Path) 3 
Occipital 
Ctx 


2.9 


2.3 


AD Tnf 

r\xJ \j xiii 

Temporal 
Ctx 


47.3 


45.1 


Control 
(Path) 4 
Occipital 
Ctx 


9.9 


9.1 


AD 6 Sup 
Temporal 
Ctx 


41.8 


38.4 


Control 1 
Parietal Ctx 


5.4 


5.1 


Control 1 
Temporal 

Ctx 


4.6 


4.5 


Control 2 
Parietal Ctx 


67.8 


59.0 


Control 2 
Temporal 

LtX 


17.6 


14.5 


Control 3 
Parietal Ctx 


1 9.8 


8.4 


Control 3 
Temporal 


9.0 


8.5 


Control 
(Path) 1 


1 40.6 


35.8 
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Ctx 






Parietal Ctx 






Control 3 
Temporal 
Ctx 


6.0 


5.9 


Control 
(Path) 2 
Parietal Ctx 


15.2 


14.1 


Control 
(Path) 1 
Temporal 
Ctx 


29.1 


27.4 


Control 
(Path) 3 
Parietal Ctx 


4.9 


3.2 


Control 
(Path) 2 
Temporal 
Ctx 


22.1 


20.6 


Control 
(Path) 4 
Parietal Ctx 


24.1 


23.8 



Table CQC . General_screeningj)anel_vL4 



Tissue Name 


Rel. ExD.f%) A23580, 
Run 217423587 


Tissue Name 


Rel. Exp.(%) Ag3580, 
Run 217423587 


Adipose 


20.7 


Renal ca. TK-10 


20.7 


Melanoma* 
Hs688(A).T 


76.8 


Bladder 


15.7 


Melanoma* 
Hs688(B).T 


38.7 


Gastric ca. (liver met.) 

NCI-N87 


50.0 


Melanoma* M14 


7.6 


Gastric ca. KATO III 


13.1 


Melanoma* 
LOXIMVI 


81.2 


Colon ca. SW-948 


5.8 


Melanoma* SK- 
MEL-5 


14.9 


Colon ca. SW480 


12.9 


Squamous cell 
carcinoma SCC-4 


10.2 


Colon ca.* (SW480 
met) SW620 


z.o 


Testis Pool 


4.5 


Colon ca. HT29 


4.5 


Prostate ca.* (bone 
met) PC-3 


29.1 


Colon ca. HCT-116 


15.0 


Prostate Pool 


6.1 


Colon ca. CaCo-2 


29.7 


Placenta 


8.2 


Colon cancer tissue 


8.4 


Uterus Pool 


7.7 


Colon ca. SW1116 


2.5 


Ovarian ca. 
OVCAR-3 


24.0 


Colon ca. Colo-205 


2.9 


Ovarian ca. SK-OV- 
3 


15.4 


Colon ca. SW-48 


7.1 


Ovarian ca. 
OVCAR-4 


17.0 


Colon Pool 


18.8 


Ovarian ca. 
OVCAR-5 


19.8 


Small Intestine Pool 


18.0 


Ovarian ca. IGROV- 
1 


15.1 


Stomach Pool 


7.4 
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Ovarian ca. 
OVCAR-8 


6.7 


Bone Marrow Pool 


9.9 


Ovary 


4.4 


Fetal Heart 


9.0 


oreasi ca. iviL.r- / 


'>C Q 


riean rooi 


o.Z 


Breast ca. MDA- 
MB-231 


39.8 


Lymph Node Pool 


22.8 


Breast ca BT 549 


13.9 


Fetal Skeletal Muscle 


6.8 


Breast ca T47D 


49.0 


Skeletal Muscle Pool 


22.7 


Breast ca. MDA-N 


7.6 


Spleen Pool 


12.1 


Breast Pool 


Q < 

y.j 


Thymus Pool 


1 O Q 


Trachea 


15.0 


CNS cancer (glio/astro) 

TTC7 \An 
Uo /-Mij 


35.1 


Lung 


4.0 


CNS cancer (glio/astro) 


28.9 


Fetal Lung 


30.6 


CNS cancer 
(neuro,metj blv-iN-Ab 


3.4 


Lung ca. NCI-N417 


5.4 


CNS cancer (astro) SF- 


13.4 


Lung ca. LX-1 


6.6 


CNS cancer (astro) 


57.4 


Lung ca. NCI-H146 


15.8 


CNS cancer (glio) 


9.0 


Lung ca. SHP-77 


25.9 


cancer (giio) ot- 

295 


49.7 


Lung ca. A549 


4.2 


Brain (Amygdala) Pool 


15.9 


Lung ca. NCI-H526 : 


7.6 


Brain (cerebellum) 


100.0 


LrUng ca. iNL.l-rlZj 


jU.U 


t>ram (^leiai ) 


oy.j 


Lung ca. NCI-H460 


4.8 


Brain (Hippocampus) 
Pool 


16.0 


L/Ung ca. rlvJr-O/ 




Cerebral Cortex Pool 


7/; 1 


Lung ca. NCI-H522 


4.5 


£>ram (oUDSianua nigra; 

Pool 


22.7 


Liver 


4.9 


Brain (Thalamus) Pool 


37.4 


Fetal Liver 


12.0 


Brain (whole) 33.4 


Liver ca, HepG2 


n.i 


Spinal Cord Pool 


34.4 


Kidney Poo! 


54.0 




Fetal Kidney 


40.3 


Pituitary gland Pool 


9.7 


Renal ca. 786-0 


13.9 


Salivary Gland 


3.4 


Renal ca. A498 


15.0 


Thyroid (female) 


5.3 


Renal ca. ACHN 


1.6 


Pancreatic ca. CAPAN2 


16.4 


Renal ca.UO-31 


10.2 


Pancreas Pool 


17.2 



Table COD . Panel 4. ID 
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Tissue Name 


Rel. Exp.(%) 
Ag3580, Run 


1 issue ixame 


Rel. Exp.{%) 

AnICfin Dun 

169910382 


Secondary Thl act 


28.3 


HUVEC IL-lbeta 


28.5 


Secondary Th2 act 


32.8 


HUVbL IrN gamma 




Secondary Trl act 


34.2 


HUVbL iJNr alpna + iriN 


30.1 


Secondary Thl rest 


23.7 


HUVEC TNF alpha + IL4 


27.2 


Secondary Th2 rest 


26A 


1 TT T\ /C/^ 1 1 1 1 

HUVLC lL-11 


O.o 


Secondary Trl rest 


34.2 


Lung Microvascular EC 
none 


42.9 


Primary Thl act 


11.2 


Lung Microvascular EC 
TNFalpna + IL-lbeta 


33.2 


Primary Th2 act 


10.8 


Microvascular Dermal EC 
none 


24.8 


Primary Trl act 


11.0 


Microsvasular Dermal EC 
1 Nr alpha + IL-lbeta 


20.7 


Primary Thl rest 


32.3 


Bronchial epithelium 
1 N r alpna + IL 1 beta 


18.6 


Primary Th2 rest 


31.2 


Small airway epithelium 
none 


8.2 


Primary Trl rest 


24.1 


Small airway epithelium 
i Nr alpha + iL-ibeta 


10.7 


CD45RA CD4 
lymphocyte act 


50.0 


Coronery artery SMC rest 

^ 


10.7 


CD45RO CD4 
lymphocyte act 


25.5 


Coronery artery SMC 
TNFalpha + IL-lbeta 


15.6 


CDS lymphocyte act 


18.8 


Astrocytes rest 


1 A 1 
14.1 


Secondary CDS 
lymphocyte rest 


16.3 


Astrocytes TNFalpha + 
IL-lbeta 


13.0 


Secondary CDS 
lymphocyte act 


16.3 


KU-8 12 (Basophil) rest 


4.0 


CD4 lymphocyte none 


22.4 


KU-S 12 (Basophil) 
PMA/ionomycin 


7.8 


2ry Thl/Th2/Trl_anti- 
CD95 CHll 


47.6 


CCD 1 106 (Keratinocytes) 
none 


24.3 


LAX cells rest 


24.1 


CCD! i06 (Keraiiriocyicb) 
TMFalnha + IL-lheta 


26.4 


LAK cells IL-2 


21.8 


Liver cirrhosis 


12.0 


LAK cells IL-2-^IL-12 


23.2 


NCI-H292 none 


0 A 


LAK cells IL-2+IFN 
gamma 


29.1 


NCI-H292 IL-4 


15.5 


LAK cells xL-Z-r- IL-lo 




NrT-H'>Q2 IL-9 


26.2 


LAK cells 
PMA/ionomycin 


35.8 


NCI-H292 IL-13 


15.3 
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NK Cells IL-2 rest 


26.1 


NCI-H292 IFN gamma 


14.0 


Two Way MLR 3 day 




MrAcL. none 




Two Way MLR 5 day 


19.5 


nr/\ll\^ 1 INF aipxid ' 11^-1 

beta 


31.9 


Two Way MLR 7 day 


4o.U 


Lung iiDroDidoi none 


51 8 


PBMC rest 


15.8 


Lung iiDroDiasi i iNr aipna 
+ IL-1 beta 


44.8 


PRMr PWM 
r ijiviv^ 1 vv ivi 


16.0 


Lung fibroblast IL-4 


32.8 


PBMC PHA-L 


13.3 


Lung fibroblast IL-9 


51.4 


Ramos (B cell) none 


lo.o 


Lung nDroDiasi il-i j 




Ramos (B cell) 
ionomycin 


15.9 


Lung fibroblast IFN 
gamma 


27.7 


B lymphocytes PWM 


14.4 


Dermal fibroblast 
k^k^ulk) / u resi 


38.4 


B lymphocytes CD40L 
and IL-4 


16.3 


Dermal fibroblast 

\^\^u iK) /\j 1 INr aipna ^ 


100.0 


EOL-1 dbcAMP 


5.6 


Dermal fibroblast 
CL'Uiu/uiL-i Deia 


48.3 

. . . 


EOL-1 dbcAMP 

PA/1 A/innnmvrin 


29.3 


L^ermai iiorooiasi iriN 
gamma 


11.0 


Dendritic cells none 


13.6 


Dermal fibroblast IL-4 


22.7 


Dendntic cells LPS 


1/1/1 

14.4 


Liermai riDroDiasis resi 


1 o . o 


Dendritic cells anti- 

y^LJHyJ 


13.5 


Neutrophils TNFa+LPS 


1.7 




12.3 


Neutrophils rest 


2.6 


A^r\nr»r*\/tpc T P>1 
iVlUllUL'jr lCi> J-j1 ij 


62.9 


Colon 


15.8 


iVlaLl Upi lagCb I Col 


18.4 


Lune 


15.6 


Macrophages LPS 


15.3 


Thymus 


21.8 


HUVEC none 


12.6 


Kidney 


46.3 


HUVEC starved 


17.0 







CNS_neurodegeneration_vl.O Summary: Ag3580 Results fi-om two experiments using the 
same probe/primer set are in excellent agreement. This panel confirms the expression of this 
gene at high to moderate levels in the brains of an independent group of individuals. This gene 
is found 10 be upreguiated in the ienipuiai uoiicx of Alzheimer's disease patients. Therefore, 
therapeutic modulation of this gene or its protein product may be used to decrease neuronal 
death and treat Alzheimer's disease. 

General__screeningj)anel_vl.4 Summary: Ag3580 The CG59773-01 gene encodes a spUce 
variant of the myomegalin protein, which is a component of the golgi/centrosome and interacts 
with a cyclic nucleotide phosphodiesterase (ref 1). Expression of the CG59773-01 gene is 
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highest in the cerebellum (CT = 23.8). In addition, this gene is expressed at high levels in all 
other regions of the central nervous system examined, including amygdala, hippocampus, 
substantia nigra, thalamus, cerebral cortex, and spinal cord. Therefore, this gene may play a 
role in central nervous system disorders such as Alzheimer's disease, Parkmson's disease, 
epilepsy, multiple sclerosis, schizophrenia and depression. 

Among tissues with metabolic or endocrine function, this gene is expressed at high to 
moderate levels in pancreas, adipose, adrenal gland, thyroid, pituitary gland, skeletal muscle, 
heart, liver and the gastrointestinal tract. Therefore, therapeutic modulation of the activity of 
this gene may prove useful in the treatment of endocrine/metabolically related diseases, such 
as obesity and diabetes. 

This gene is also expressed at very high levels in a number of melanoma cell lines. 
Therefore, therapeutic modulation of the activity of this gene or its protein product may be of 
benefit in the treatment of melanoma. 

References: 

1, Verde I, Pahlke G, Salanova M, Zhang G, Wang S, Coletti D, Onuffer J, Jin SL, 
Conti M. Myomegalin is a novel protein of the golgi/centrosome that interacts with a cyclic 
nucleotide phosphodiesterase. J Biol Chem 2001 Apr 6;276(14):11 189-98 

Panel 4.1D Summary: Ag3580 This gene is expressed at high to moderate levels in a wide 
range of cell types of significance in the immune response in health and disease. These cells 
include T cells, B cells, endothelial cells, macrophages, monocytes, dendritic cells, basophils, 
eosinophils and peripheral blood mononuclear cells, as well as epithelial and fibroblast cell 
types from lung and skin, and normal tissues represented by colon, lung, thymus and kidney. 
This ubiquitous pattern of expression suggests that this gene product may be involved in 
homeostatic processes for these and other cell types and tissues. This pattern is in agreement 
with the expression profile in General_screening_panel_vl.5 and also suggests a role for the 
gene product in cell survival and proliferation. Therefore, therapeutic modulation of the 
activity of this gene or its protein product may lead to the alteration of functions associated 
with these cell types and lead to improvement of the symptoms of patients suffering from 
autoimmune and inflammatory diseases such as asthma, allergies, inflammatory bowel 
disease, lupus erythematosus, psoriasis, rheumatoid arthritis, and osteoarthritis. 
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CR. CG57460-01: N-ACETYLTRANSFERASE CAMELLO 2 

Expression of gene CG57460-01 was assessed using the primer-probe set Ag3273, 
described in Table CRA. Results of the RTQ-PCR runs are shown in Tables CRB, CRC and 
CRD. 

Table CRA. Probe Name Ag3273 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 ' -cgctactactacagccgcaa-3 ' 


20 


205 


692 


Probe 


TET-5 ' -gtgatccgcgcctacctggagtg-3 ' - 
TAMRA 


23 


226 


693 


Reverse 


5 ' -gggcggcttcatgtagtact-3 ' 


20 


281 


694 



Table CRB. CNS_neurodegeneration_vl.O 



Tissue Name 


Rel. Exp.(%) 
Ag3273, Run 
210038591 


Rel. Exp.(%) 
Ag3273, Run 
230512515 


Tissue 
Name 


Rel. Exp.(%) 
Ag3273, Run 
210038S71 


Rel. Exp.(%) 
Ag3273, Run 




15.7 


18.6 


Control 
(Path) 3 
Temporal 
Ctx 


12.2 


12.7 


AD 2 Hippo 


28.9 


23.2 


Control 
(Path) 4 
Temporal 
Ctx 


40.3 


35.4 


AD 3 Hippo 


II.O 


11.0 


AD 1 

Occipital 

Ctx 


20.9 


18.8 


AD 4 Hippo 


10.2 


13.8 


AD2 

Occipital 

Ctx 

(Missing) 


0.0 


0.0 


AD 5 hippo 


100.0 


iOO.O 


AD3 

Occipital 

Ctx 


1 r o 


1 1 1 


AD 6 Hippo 


21.8 


22.4 


AD4 

Occipital 

Ctx 


22.1 


23.2 


Control 2 
Hippo 


27.0 


27.9 


AD5 

Occipital 

Ctx 


18.4 


18.4 


Control 4 


22.5 


21.8 


AD6 


46.3 


48.3 
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Hippo 




( 
( 


Dccipital 

:tx 






Control (Path) 
3 Hippo 


8.4 


( 

9.0 ( 
( 


I^ontrol 1 
Dccipital 

:tx 


8.0 


11.2 


AD 1 Temporal 
Ctx 


16.5 


( 

15.1 ( 
( 


Control 2 
Dccipital 

:tx 


80.1 


82.4 


AD 2 Temporal 
Ctx 


29.3 


26.2 ( 


Control 3 
Dccipital 
Ctx 


26.2 


27.2 


AD 3 Temporal 
Ctx 


10.9 


12.9 


Control 4 
Occipital 
Ctx 


14.8 


14.1 


AD 4 Temporal 
Ctx 


22.5 


20.3 


Control 
(Path) 1 
Occipital 
Ctx 


70.2 


68.8 


ADS Inf 
Temporal Ctx 


57.0 


59.5 


Control 
(Path) 2 
Occipital 
Ctx 


21.6 


20.6 


An s 

SupTemporal 
Ctx 


30.6 


26.8 


Control 
(Path) 3 
Occipital 
Ctx 


8.8 


7.4 


AD 6 Inf 
Temporal Ctx 


27.2 


30.1 


Control 
(Path) 4 
Occipital 


36.1 


34.2 


AD 6 Sup 
Temporal Ctx 


34.2 


37.4 


Control 1 

r dllCldl 


14.1 


13.7 


Control 1 
Temporal Ctx 


12.2 


11.1 


Control 2 

:r cUlClal V>/lA 


33.9 


36.9 


Control 2 
Temporal Ctx 


43.2 


39.8 


Control 3 
Parietal Ctx 


33.0 


28.7 


Control 3 
Temporal Ctx 


16.7 


18.3 


Control 
(Path) 1 
Parietal Ctx 


63.7 


67.8 

1 


Control 4 
Temporal Ctx 


18.3 


19.8 


Control 
(Path) 2 
Parietal Ctx 


30.6 


30.4 


Control (Path) 
1 Temporal Ctx 


51.4 


48.0 


Control 
(Path) 3 
Parietal Ctx 


8.1 


9.7 


Control (Path) 
2 Temporal Ctx 


39.2 


45.7 


Control 
(Path) 4 


64.2 


59.5 
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Parietal Ctx 







Table CRC . Gcneral_screening_panel_vl.4 



Tissue Name 


Rel. Exp.(%) Ag3273, 
Run 215775405 


Tissue Name 


Rel. Exp.(%) Ag3273, 

KUn Llj 1 Ij^\3j 


Adipose 


7.1 


Renal ca. TK-10 


4.9 


Melanoma* 
Hs688(A).T 


0.0 


Bladder 


0.9 


Melanoma* 
Hs688(B).T 


0.0 


Gastric ca. (liver met.) 
NCI-N87 


2.4 


Melanoma* MM 


17.6 


Gastric ca. KATO III 


0.0 


Melanoma* 
LOXIMVI 


0.9 


Colon ca. SW-948 


0.0 


Melanoma* SK- 
MEL-5 


4.2 


Colon ca. SW480 


2.7 


Squamous cell 
carcmoma bUL.-4 


0.2 


Colon ca. (bW46U 
met^ SW620 


1.0 


Testis Pool 


13.5 


Colon ca. HT29 


0.1 


Prostate ca.* (bone 
met)PC-3 


2.7 


Colon ca.HCT- 116 


6.0 


Prostate Pool 


0.2 


Colon ca. CaCo-i 




Placenta 


0.0 


Colon cancer tissue 


0.6 


Uterus Pool 


0.0 


Colon ca. SW1116 


0.4 


Ovarian ca, 
OVCAR-3 


S 4 


Colon ca Colo-205 


0.0 


Ovarian ca. SK-OV- 
3 




Colon ca SW-48 


0.0 


Ovarian ca. 
OVCAR-4 


1 6 


Colon Pool 


0.4 


Ovarian ca. 
OVCAR-5 


2.1 


Small Intestine Pool 


0.1 


Ovarian ca. IGROV- 
1 


7.7 


Stomach Pool 


0.3 


Ovarian ca. 
UVLAK-o 


9.6 


Bone Marrow Pool 


0.1 


Ovary 


Kj.o 


1 vial i ivcu. L 


100.0 


Rrpa«;t ca MCF-7 


1.7 


Heart Pool 


0.2 


Breast ca. MDA- 
MB-231 


0.8 


Lymph Node Pool 


0.0 


Breast ca. BT 549 


7.7 


Fetal Skeletal Muscle 


0.3 


Breast ca. T47D 


9.3 


Skeletal Muscle Pool 


1.3 


Breast ca. MDA-N 


0.0 


Spleen Pool 


0.0 


Breast Pool 


0.4 


Thymus Pool 


0.4 
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Trachea 


0.2 


CNS cancer (glio/aslro) 
TT07 Ayfr; 


0.0 


Lung 


0.0 


CNS cancer (glio/astro) 

U - 1 1 o-iViO 


0.0 


Fetal Lung 


0.3 


CNS cancer 
[^ncurOjUicij i3i\.-i^-/i.ij 


0.0 


Lungca. NCI-N417 


5.1 


CNS cancer (astro) SF- 


0.2 


Lungca. LX-1 


0.4 


CNS cancer (astro) 


0.6 


Lungca. NCI-H146 


12.2 


CNS cancer (glio) 


7.1 


Lungca. SHP-77 


2.4 


L-iNo cancer ^guoj or- 
295 


1.8 




3.4 


Brain (Amygdala) Pool 


31.4 


Lungca. NCI-H526 


12.0 


Brain (cerebellum) 


32.3 


Lung ca. NCI-H23 


^ Q 
J.O 


JC5rdin ^ICldl^ 


9.3 


Lungca.NCI-H460 


2.3 


Dram ^nippowaiiipua^ 
Pool 


22.5 


Lung ca. HOP-62 


LU 


k^ereDrai v.^oriCA ruui 


40.3 


Lungca. NCI-H522 


7.4 


Drain ^dUDSldlllla lUg^aJ 

Pool 


57.4 


L/1 vcr 


0.0 


Brain (Thalamus) Pool 


36.6 


rciai JUIVCI 


0.1 


Brain (whole) 


24.8 




0.3 


Spinal Cord Pool 


20,2 




0.2 


Adrenal Gland 


0.0 


reidi jviuucy 


0.7 


Pituitary gland Pool 


2.2 


ivcnal Ca. /oU-U 


0.2 


Salivary Gland 


0.2 


Renal ca. A498 


LO 


Thyroid (female) 


I.l 


Renal ca. ACHN 


4.5 


Pancreatic ca. CAPAN2 


0.0 


Renal ca. UO-31 


3.7 


Pancreas Pool 


0.6 



Table CRD. Panel 4D 



1 

Tissue Name 


Rel. Exp.(%) 
Ag3273, Run 
165338992 


1 issue Name 


Rel. Exp.(%) 

/ ^9 IVUU 

165338992 


Secondary Thl act 


1.0 


HUVEC IL-lbeta 


0.0 


Secondary Th2 act 


2.5 


HUVEC IFN gamma 


0.0 


Secondary Trl act 


3.7 


HUVEC TNF alpha + IFN 
gamma 


0.0 


Secondary Thl rest 


5.0 


HUVEC TNF alpha + IL4 


0.0 


Secondary Th2 rest 


0.9 


HUVEC IL-1 1 


0.0 


Secondary Trl rest 


6.9 


Lung Microvascular EC 


0.0 
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[none 




Primary Thl act 


6.2 ! 


.ung Microvascular EC 
rNFalpha + IL-lbcta 


0.0 


Primary Th2 act 


5.9 ' 

t 


Vlicrovascular Dermal EC 
lone 


0.0 


Primary Trl act 


9.5 ! 


Vlicrosvasular Dermal EC 
rNFalpha + IL-lbeta 


0.0 


Primary Thl rest 


3.1 1 


Bronchial epithelium 
rNFalpha + lLlbeta 


0.0 


Primary Th2 rest 


0.0 


Small airway epithelium 

none 


2.9 


Primary Trl rest 


0,0 


Small airway epithelium 
TNFalpha + lL-lbeta 


0.0 


CD45RA CD4 
lymphocyte act 


0 0 


Coronery artery SMC rest 


1.8 


CD45RO CD4 
lymphocyte act 


0 0 


Coronery artery SMC 
TNFalpha+ IL-lbeta 


0.0 


CDS lymphocyte act 


0.0 


Astrocytes rest 


16.5 


Secondary CDS 
lymphocyte rest 


0.0 


Astrocytes TNFalpha + 
IL-lbeta 


10.4 


Secondary CDS 
lymphocyte act 


0.0 


KU-812 (Basophil) rest 


0.0 


CD4 lymphocyte none 


0.0 


KU-8 12 (Basophil) 
PMA/ionomycin 


0.0 


2ry Thl/Th2/Trl_anti- 
CD95 CHll 


19 1 


CCD 11 06 (Keratinocytes) 
none 


0.0 


LAK cells rest 


0.0 


CCD 1 106 (Keratinocytes) 
TNFalpha + IL-lbeta 


0.0 


LAK cells IL-2 


1.2 


1 . ... 
ILiver cirrhosis 


12.7 


LAK cells IL-2+IL-12 


2.5 


jLupus kidney 


3.9 


LAK cells IL.2+IFN 
gamma 


4 1 


|nCI-H292 none 


10.8 


LAK cells IL-2+ IL-18 


0.0 


NCI-H292 IL-4 


23.2 


LAK cells 
PMA/ionomycin 


0.0 


NCI-H292 IL-9 


22.4 


NK Cells IL-2 rest 


0.0 


NCI-H292 lL-13 


10.3 


Two Way MLR 3 day 


1.1 1NC1-H292 IFN gamma 


1 18.U 


Two Way MLR 5 day 


0.0 


HPAECnone 


0.0 


Iwo way MLK / aay 


0.0 


HPAEC TNF alpha + 1L-1 
beta 


0.0 


PBMC rest 


0.0 


Lung fibroblast none 


1.9 


PBMC PWM 


1.2 


Lung fibroblast TNF alpha 
+ IL-1 beta 


0.0 


PBMC PHA-L 


0.0 


Lung fibroblast IL-4 


3.8 


Ramos (B cell) none 


0.0 


Lung fibroblast IL-9 


0.5 
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Ramos (B cell) 
ionomycin 


0.0 


Lung fibroblast IL- 13 


5.7 


B lymphocytes PWM 


3.5 


Lung fibroblast I FN 

Cl Ck rvi TY\ Q 
^aillllld. 


2.9 


B lymphocytes CD40L 

_ 1 TT A 

and lL-4 


0.0 


Dermal fibroblast 
rrni070 rest 


0.0 


EOH dbcAMP 


100.0 


Dermal fibroblast 
rrn 1 070 TNF aloha 


0.0 


EOL-1 dbcAMP 
PMA/ionomycin 


25.9 


Dermal fibroblast 
rrn 1070 n -i beta 


0.0 

■ — 


Dendritic ceils none 


3.8 


gamma 


2.8 


Dendntic cells Lr& 




nfrmal fihrnhla<;t II -4 


4.8 


Dendritic cells anti- 
CD40 


5.0 


IBD Colitis 2 


0.0 


Monocvtes rest 


0.0 


IBD Crohn's 


0.0 


\ionocvtes LPS 


0.0 


Colon 


37.4 


A/tacronhat?es rest 


4.2 


Lung 


8.4 


Macrophages LPS 


0.0 


Thymus 


40.9 


HUVEC none 


0.0 


Kidney 


6.3 


HUVEC starved 


0.0 







CNS_neurodegeneration_vLO Summary: Ag3273 Two experiments with the same probe 
and primer set produce results that are in excellent agreement. This panel confirms the 
expression of this gene at low to moderate levels in the brains of an independent group of 
individuals. Expression of this gene is found to be down-regulated in the temporal cortex of 
Alzheimer^s disease patients. Therefore, up-regulation of this gene or its protein product, or 
treatment with specific agonists for this protein, may be of use in reversing the 
dementia/memory loss associated with Alzheimer's disease and neuronal death. 

General_screening_paneLvl.4 Summary: Ag3273 Highest expression of the CG57460-01 
gene is seen in fetal heart (CT=28.6), In addition, this gene is expressed at much higher levels 
in fetal heart when compared to expression in the adult heart (CT=38). Thus, expression of this 
gene may be used to differentiate between the fetal and adult source of this tissue. In addition, 
the higher expression in fetal heart suggests that this protein product may be involved in the 
development of this organ. Therefore, therapeutic modulation of the expression or function of 
this gene may be useful in the treatment of heart disease. 

This gene also shows highly specific brain expression. Please see Panel 
CNS^neurodegeneration for discussion of utility of this gene in the central nervous system. 
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In addition, expression of this gene appears to be upregulatcd in a number of cancer 
cell lines when compared to the normal tissues. Specifically, expression of this gene appears to 
be higher in ovarian, breast, lung and renal cancer cell lines when compared to their respective 
normal tissues. Therefore, therapeutic modulation of the activity of this gene or its protem may 
be of benefit in the treatment of ovarian, breast, lung and renal cancer. The CG57460-01 gene 
encodes a transmembrane protein with homology to N-acetyltransferase Camello 2, a protein 
involved in cellular adhesion (ref 1). 

References: 

1 . Popsueva AE, Luchinskaya NN, Ludwig AV, Zinovjeva OY, Poteryaev DA, 
Feigelman MM, Ponomarev MB, Berekelya L, Belyavsky AV. Overexpression of camello, a 
member of a novel protein family, reduces blastomere adhesion and inhibits gastrulation in 
Xenopus laevis. Dev Biol 2001 Jun 15;234(2):483-96 

Panel 4D Summary: Ag3273 Highest expression of the CG57460-01 is seen in eosinophils. 
In addition, differential expression is observed in the eosinophil cell line EOL-1 under resting 
conditions over that in EOL-1 cells stimulated by phorbol ester and ionomycin. Thus, this 
gene may be involved in eosinophil function. Therefore, therapeutic modulation of the 
expression or function of this gene may reduce eosinophil activation and be useful in the 
treatment of asthma and allergies. 

In addition, significant expression in normal colon and thymus suggest a role for this 
gene in the normal homeostasis of these tissues. Therefore, therapeutic modulation of the 
expression or function of this gene may modulate immune function (T cell development) and 
be important for organ transplant, AIDS treatment or post chemotherapy immune 
reconstitution. Furthermore, since expression of this gene is decreased in colon samples from 
patients with ED colitis and Crohn's disease relative to normal colon, therapeutic modulation 
of the activity of the protein encoded by this gene may be useful in the treatment of 
inflammatory bowel disease. 

CS. CG57464-01 

Expression of gene CG57464-01 was assessed using the primer-probe set Ag3248, 
described in Table CSA. Results of the RTQ-PCR runs are shown in Tables CSB, CSC, CSD 
and CSE. 
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Prirnprc 


Sequences 


Length 


Start 
Position 


SEQ ID 
INU: 


Forward 


5 ' -cctccctggtagaggtcaac-3 ♦ 


20 


929 


695 


Probe 


TET-5 ' -ctactcagtgcccagcagccaggt-3 ' - 
TAMRA 


24 


954 


696 


Reverse 


5 ' -tgtctgcatgcagcctatg- 3 ' 


19 


996 


697 



Table CSB . CNS_neurodegeneration_vl.O 



Tissue Name 


Rel. Exp.(%) 
Ag3248, Run 
210037962 


Rel. Exp.(%) 
Ag3248, Run 
224063124 


Tissue 
Name 


Rel. Exp.(%) 
Ag3248, RuD 
210037962 


Rel. Exp.(%) 
Ag3248, Run 
224063124 


AD 1 Hippo 


26.4 


4.8 


Control 
(Path) 3 
Temporal 
Ctx 


28.5 


39.2 


AD 2 Hippo 


73.2 


71.7 


Control 
(Path) 4 
Temporal 
Ctx 


57.8 


61.1 


AD 3 Hippo 


21.0 


5.6 


ADl 
Occipital 

Ctx 


1 Q 1 

iy.i 




AD 4 Hippo 


28.3 


28.9 


AD2 

Occipital 

Ctx 

(Missing) 


0.0 


0.0 


AD 5 hippo 


85.3 


100.0 


AU i 

Occipital 
Ctx 


13.0 


15.9 


AD 6 Hippo 


70.2 




72.7 


AD 4 

Occipital 

Ctx 


37.4 


28.7 


Control 2 
Hippo 


64.6 


49.3 

1 


AD5 
Occipital 

i^"' 


33.9 


85.3 


Control 4 
Hippo 


55.5 


64.2 


AD6 

Occipital 

Ctx 


58.6 


14.4 


Control (Path) 
3 Hippo 


46.3 


0.9 


Control 1 
Occipital 

Ctx 


17.3 


22.7 


AD 1 Temporal 
Ctx 


28.9 


24.1 


Control 2 
Occipital 
Ctx 


89.5 


81.2 
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AD 2 Temporal 

Ctx 


57.4 


62.4 


Control 3 
Occipital 
Ctx 


68.3 


62.0 


AD 3 Temporal 
Ctx 


18.9 


16.7 


Control 4 
Occipital 
Ctx 


29.3 


34.2 


AD 4 Temporal 
Ctx 


42.3 


29.9 


Control 
(Path) 1 
Occipital 
Ctx 


100.0 


92.7 


ADSInf 
Temporal Ctx 


77.4 


97.3 


Control 
(Path) 2 
Occipital 
Ctx 


36.3 


15.1 


AD S 

SupTemporal 
Ctx 


69.7 


87.7 


Control 
(Path) 3 
Occipital 
Ctx 


32.5 


25.2 


AD6Inf 
Temporal Ctx 


39.2 


87.1 


Control 
(Path) 4 
Occipital 
Ctx 


70.2 


66.9 


AD 6 Sup 
Temporal Ctx 


73.2 


70.7 


Control 1 
ranetal Ltx 


24.8 


32.3 


Control 1 
Temporal Ctx 


25.3 


26.1 


Control 2 
raneiai Lix 


70.7 


94.0 


Control 2 
Temporal Ctx 


43.5 


77.4 


Control 3 
Parietal Ctx 


59.0 


0.0 


Control 3 
Temporal Ctx 


74.2 


49.3 


Control 
(Path) 1 
Parietal Ctx 


42.6 

. . , 


80.7 


Control 4 
Temporal Ctx 


45.7 


68.8 


Control 
(Path) 2 
Parietal Ctx 


67.4 


59.9 


Control (Path) 
1 Temporal Ctx 


63.3 


58.6 


Control 
(Path) 3 
Parietal Ctx 


25.3 


24.1 


i^oniroi ^^raiii; 
2 Temporal Ctx 


55.9 


55.1 


i^onrroi 
(Path) 4 
Parietal Ctx 


78.5 


79.0 



Table CSC . Gencral_screeningj)anel_vl.4 



Tissue Name 


Rel. Exp.(%) Ag3248, 
Run 214693634 


Tissue Name 


Rel. Exp.(%) Ag3248, 
Run 214693634 


Adipose 


1.5 1 


Renal ca. TK-10 


3.6 


Melanoma* 


6.2 i 


Bladder 


7.6 
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Hs688(A). 1 








Melanoma* 
Hs688(B).T 


5.8 


vjasinc Ld. ^iivci iiici.^ 
NCI-N87 


16.8 


Melanoma* Ml 4 


A Q 


Hactrir ra KATO 111 
vJddinC Uo. IVrV 1 W 111 


14.5 


Melanoma* 
LOXIMVI 


5.3 


Colon ca. SW-948 


6.4 


Melanoma* SK- 

Ik iff"'! C 

MEL-5 


4.3 


Colon ca. SW480 


15.6 


Squamous cell 
carcinoma SCC-4 


3.3 


met) SW620 


9.1 


Testis Pool 


I. J 


Pnlnn HT9Q 

L.oion Ca. n 1 


7 1 


Prostate ca.* (bone 


2.3 


Colon ca. HCT-116 


7.5 


Prn^tatp Pool 

1 1 via laid.' X 


3.1 


Colon ca. CaCo-2 


8.7 


Placenta 


3.0 


Colon cancer tissue 


4.9 


Uterus Pool 




v^OlOn Ca. o W i 1 1 U 


10 2 


Ovarian ca. 
OVCAK-3 


24.0 


Colon ca. Colo-205 


6.2 


Ovarian ca. SK-OV- 

3 


18.7 


Colon ca. SW-48 


7.5 


Ovarian ca. 
OVCAR-4 


4.1 


Colon Pool 


4.2 


Ovarian ca. 
OVLAR-5 


33.0 


Small Intestine Pool 


4.5 


Ovarian ca. IGROV- 

1 


16.0 




Stomach Pool 


2.7 


Ovarian ca. 


20.9 


Bone Marrow Pool 


1.3 


Ovary 


3.1 


Fetal Heart 


3.2 


Breast ca. MCr-7 




neaii r ool 


2 6 


Breast ca. MDA- 


12.2 


Lymph Node Pool 


4.6 


Rreast ca RT 549 


12.0 


Fetal Skeletal Muscle 


1.2 


Rreast ca T47n 


100.0 


Skeletal Muscle Pool 


4.0 


Breast ca. MDA-N 


9.7 


Spleen Pool 


4.1 


lireast ^ ooi 


.1. z 

J 


1 nymus i oui 


5 3 


Trachea 


3.1 


CNS cancer (glio/astro) 


12.1 


Lung 


0.4 


CNS cancer (glio/astro) 

U - 1 1 0-lVlVj 


10.9 


Fetal Lung 


4.4 


CNS cancer 

fneuro met) SK-N-AS 


16.0 


Lungca. NCI-N417 


3.1 


CNS cancer (astro) SF- 
539 


6.2 
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Lung ca. LX-1 


12.5 


CNS cancer (astro) 

OlND- / J 


15.3 


Lung ca. NC1-H146 


5.1 


CNS cancer (glio) 
DiND- 1 y 


13.2 


Lung ca. SHP-77 


1.5 


295 


25.9 




5.4 


Brain (Amygdala) Pool 


4.7 


Lung ca. NCI-H526 


7.4 


Brain (cerebellum) 


8.5 


Lung ca. NCI-H23 


A A 


Dl aill \ IClal J 


2.1 


Lung ca. NCI-H460 


4.5 


Dlalll \Iil^puv.'aiii.puo^ 

Pool 


6.1 


Lung ca. HOP-o2 


O.J 




6.0 


Lungca.NCI-H522 


5.5 


Pool 


8.1 


Liver 


3.2 


Brain (Thalamus) Pool 


7.8 


Uafol T ivpr 


2.3 


Brain (whole) 


3.4 




5.4 


Spinal Cord Pool 


6.6 


l^iHn<*v Pnnl 

J\JUilwjr L\J\JM 


4.5 


Adrenal Gland 


3.0 


FCLaJ iVlVlilwjr 


3.1 


Pituitary gland Pool 


3.4 




7.4 


Salivary Gland 


4.3 


Renal ca. A498 


5.8 


Thyroid (female) 6.1 


Renal ca. ACHN 


5.6 


Pancreatic ca. CAPAN2 1 1 .3 


Renal ca. UO-31 


6.1 


Pancreas Pool 


5.2 



Table CSD. Panel 2.2 



Tissue Name 


Rel. Exp.(%) 
Ag3248, Run 
174441298 


Tissue Name 


Rel. Exp.(%) 
Ag3248, Run 
174441298 


Normal Colon 


14.4 


Kidney Margin 
(OD04348) 


100.0 


Colon cancer 
(OD06064) 


6.3 


Kidney malignant 
cancer (OD06204B) 


6.3 


Colon Margin 
(OD06064) 


7.5 


Kidney normal adjacent 
tissue (OD06204E) 


9.3 


— • — ■■ — • — ' — 

Colon cancer 
(OD06159) 


8.0 


Kidney Cancer 
(OD04450-01) 


57.8 


Colon Margin 
(OD06159) 


5.3 


Kidney Margin 
(OD04450-03) 


16.2 


Colon cancer 
(OD06297-04) 


2.4 


Kidney Cancer 8120613 


10.8 


Colon Margin 
(OD06297-05) 


6.3 


Kidney Margin 
8120614 


16.7 


CC Gr.2 ascend colon 


14.1 


Kidney Cancer 9010320 


9.0 



986 









pe r/ 1 so 2/(16908 


(OD03921) 








CC Margin (OD03921) 


12.8 ^ 


Kidney Margin 
5010321 


19.5 


Colon cancer metastasis 
(OD06104) 


A A 

4.4 J 


vioney L^anccr oi^uuv/ 


34.2 


Lung Margin 
(OD06104) 


A O 

4.8 


[Cidney Margin 
8120608 


27.7 


Colon mcts to lung 
(OD04451-01) 


15.0 


Normal uierus 


3.8 


Lung Margin 
(OD04451-02) 


6. / 


Uienne L/dnccr uu*t\j 1 1 


10.5 


Normal Prostate 


9.0 


Normal Thyroid 


4.6 


Prostate Cancer 
(OD04410) 


7.5 


inyroiQ v^anLcr uuhuiu 


18.6 


Prostate Margin 
(OD04410) 


1 1 

U.o 


Thyroid Cancer 
A302152 


24.0 


Normal Ovary 


T6J 


Thyroid Margin 
A302153 


13.3 


Ovarian cancer 
(OD06283-03) 


3.1 


JNormai rjreasi 


4.0 


Ovarian Margin 
(OD06283-07) 


Ll 


Breast Cancer 
(OD04566) 


9 3 


Ovarian Cancer 064008 


6.8 


Breast Cancer 1024 


6.9 


Ovarian cancer 
(OD06145) 


8.0 


Breast Cancer 
(OD04590-01) 


86.5 


Ovarian Margin 
(OD06145) 


17.8 


Breast Cancer Mets 
(OD04590-03) 


22.4 


Ovarian cancer 
(OD06455-03) 


2.0 


Breast Cancer 
Metastasis (OD04655- 
05) 


47.3 


Ovarian Margin 

(OD06455-07) 


2.5 


"DfAoof r^ckr\r't:^r C\f\AOC\f\ 

£5reasi v^ancer uohuuu 


9.8 


Normal Lung 


4.7 


Breast Cancer 9100266 


5.8 


Invasive poor diff. lung 
adeno (ODO4945-01 


9.0 


13T-aoef \A€tro\rk QlOO^fiS 

oreasi iviargm yivv^yjj 


3 3 


Lung Margin 
(ODO4945-03) 


A C 

4.5 


oreasi L^dnccr j 

i 


7.3 

1 


Lung Malignant Cancer 
(OD03126) 


10.0 


Breast Margin 
A2090734 


17.0 


LunR Margin 
(OD03126) 


O A 

6.4 


Breast cancer 
(OD06083) 


8.6 


Lung Cancer 
(OD05014A) 


0.7 


Breast cancer node 
metastasis (OD06083) 


8.2 


Lung Margin 
(OD05014B) 


8.6 


Normal Liver 


33.4 
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Lung cancer (OD06081) 


6.3 


Liver Lancer luzo 


20 6 


Lung Margin 
(OD06081) 


4.4 


Liver Cancer 1025 


29.1 


Lung Cancer 
(OD04237-01) 


2.7 


Liver Cancer 6004-T 


27.4 


Lung Margin 
(OD04237>02) 


16.7 


Liver Tissue 6004-N 


2.5 


Ocular Melanoma 

Metastasis 


25.0 


Liver Cancer 6005-T 


26.2 


Ocular Melanoma 
Margin (Liver) 


15.8 


Liver Tissue 6005-N 


58.2 


Melanoma Metastasis 


3.8 


Liver Lancer uo4UUJ 


J L.J 


Melanoma Margin 
(Lung) 


2.6 


Normal Bladder 


10.7 


Normal Kidney 


12.4 


Bladaer Lancer lUzJ 


o.o 


Kidney Ca, Nuclear 
grade2(OD04338) 


32.3 


Bladder Cancer 
A302173 


3.8 


Kidney Margin 
(OD04338) 


7.1 


Normal Stomach 


16.8 


Kidney Ca Nuclear 
grade 1/2 (OD04339) 


71.7 


Gastric Cancer 9060397 


9.2 


Kidney Margin 
(OD04339) 


14.6 


Stomach Margin 
9060396 


10.4 


Kidney Ca, Clear cell 
type (OD04340) 


8.4 


Gastric Cancer 9060395 


1.7 


Kidney Margin 


31.2 


Stomach Margin 
9060394 


7.5 


Kidney Ca, Nuclear 
grade 3 (OD04348) 


7.5 


Gastric Cancer 064005 


10.7 



Table CSE. Panel 4D 



Tissue Name 


Rel. Exp.(%) 
Ag3248, Run 
164390952 


Tissue Name 


Rel. Exp.(%) 
Ag3248, Run 
164390952 


Secondary Thl act 


15.3 


HUVEC IL-lbeta 


1.7 


Secondary Th2 act 


16.5 


HUVEC IFN gamma 


16.0 


Secondary Trl act 


15.5 


ITUVECTNF alpha + IFN 
gamma 


7.8 


Secondary Thl rest 


8.0 


HUVEC TNF alpha + IL4 


9.2 


Secondary Th2 rest 


8.8 


HUVEC IL-11 


12.8 


Secondary Trl rest 


12.8 


Lung Microvascular EC 
none 


19.1 


Primary Thl act 


8.4 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


13.8 
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Primary Th2 act 


9,3 


Microvascular Dermal EC 

none 


18.0 


Pnmary Trl act 


15.1 


Microsvasular Dermal EC 
1 rJralpna iL- 1 oeid 


6.9 


Primary Thl rest 


12.3 


Bronchial epithelium 
i iNraipna iLioeta 


21.3 


Primary Th2 rest 


4.6 


Small airway epithelium 

none 


13.5 


Primary Trl rest 


5.6 


Small airway epithelium 
i rs r aipna ^ ll,- i ueia 


45.4 


CD45RA CD4 
lymphocyte act 


12.1 


Coronery artery SMC rest 


12.9 


CD45RO CD4 
lymphocyte act 


12.0 


Loronery artery oml- 
TNFalpha + IL-Ibeta 


15.2 


CD8 lymphocyte act 




Asirocyies resi 




Secondary CDS 
lymphocyte rest 


13.7 


Astrocytes TNFalpha + 
IL- 1 oeia 


17.2 


Secondary CDS 
lymphocyte act 


9.9 


KU-812 (Basophil) rest 


8.7 


CD4 lymphocyte none 


6.8 


KU-812 (Basophil) 
rMA/ionomycm 


8.6 


2ry Thl/Th2/Trl_anti- 
CD95 CHI 1 


9.5 


CCD 11 06 (Keratinocytes) 

none 


10.9 


LAK cells rest 


15.2 


UC/jj 1 1 uo ^iverdunocy icb j 
TNFalpha + IL- 1 beta 


12.2 


LAK cells IL-2 


13.6 


Liver cirrhosis 


7.4 


T k Tr 11 TT ^ 1 TT 1 ^ 

LAK cells IL-2+IL-12 


Ci 1 

y.i 


Lupus kidney 


10 7 

IV/./ 


T A Tr 11 TT ^ • 1 1 'XT 

LAK cells IL-2+IFN 
gamma 


13.9 


NCI-H292 none 


42.6 


LAK cells IL-2+ IL-18 


9.7 




*tO. J 


LAK cells 

r ivi/v luiiuiii J viii 


1.5 


NCI-H292 IL-9 


54.3 




12.9 


NCI-H292 IL-13 


37.1 


Two Way MLR 3 day 


19.8 


NCI-H292 IFN gamma 


48.3 


Two Way MLR 5 day 


0.3 


rir AUC none 


1 7 Q 


X,w^ MT P 7 How 


9.7 


beta 


5.0 


PBMC rest 


10.7 


Lung iiDroDiasi none 




PBMC PWM 


27.0 


Lung iiDroDiasi iiNr dipiia 
+ IL-1 beta 


27.9 


PBMC PHA-L 


12.0 


Lung fibroblast IL-4 


31.9 


Ramos (B cell) none 


z /.y 


Lung iiDroDiasi iL-y 


35 4 


Kamos V.O ecu J 
ionomycin 


100.0 


Lung fibroblast IL-1 3 


18.6 


B lymphocytes PWM 


21.0 


Lung fibroblast IFN 


37.4 
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gamma 




B lymphocytes CD40L 
and IL-4 


8.9 


Dermal fibroblast 

K^K^U i\J f\) real 


17.7 


EOL-1 dbcAMP 


19.8 


Dermal fibroblast 

rTTil CilC\ TTsJF alnhn 
LV_^jJlU/VJ 1 INr dipila 


21.2 


EOL-1 dbcAMP 
PMAyionomycin 


1.4 


Dermal fibroblast 

CCT^^CilCi IT -1 K*atn 
L L'L/ lU /U Lb" 1 UCla 


8.4 


Dendritic cells none 


18.3 


uenTiai iiDrouiabi irix 
gamma 


16.8 


Dendntic cells LPS 


ZU,U 




27.7 


Dendritic cells anti- 


22.1 


BD Colitis 2 


3.0 


Monocytes rest 


12.6 


IBD Crohn's 4.2 


Monocyies L,ro 


2 6 


Colon 28.5 


Macropnages resi 


20 6 


Lung 


12.0 


Macrophages LPS 


10.4 


Thymus 


53.6 


HUVEC none 


11.9 


Kidney 20.0 


HUVEC starved 


15.6 





CNS_neurodegeneration_vl.O Summary: Ag3248 Results from two experiments using the 
same probe/primer set gave results that are in excellent agreement. This panel confirms the 
expression of this gene at low levels in the brains of an independent group of individuals. 
However, no differential expression of this gene was detected between Alzheimer's diseased 
postmortem brains and those of non-demented controls in this experiment. Please see Panel 
1.4 for a discussion of the potential utility of this gene in treatment of central nervous system 
disorders. 

General_screenlngjianel_vl.4 Summary: Ag3248 Expression of the CG57464-01 gene is 
highest in a breast cancer cell line (CT = 27). This also gene appears to be overexpressed in 
ovarian and CNS cancer cell lines when compared to the normal tissue controls. Thus, 
therapeutic modulation of the activity of this gene or its protein may be of benefit in the 
treatment of breast, ovarian and CNS cancer. 

In addition, this gene is expressed at low levels in all regions of the central nervous 
system examined, including amygdala, hippocampus, substantia nigra, thalamus, cerebellum, 
cerebral cortex, and spinal cord. Therefore, this gene may play a role in central nervous system 
disorders such as Alzheimer's disease, Parkinson's disease, epilepsy, multiple sclerosis, 
schizophrenia and depression. 
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Among tissues with metabolic or endocrine function, this gene is expressed at low 
levels in pancreas, adipose, adrenal gland, thyroid, pituitary gland, skeletal muscle, heart, liver 
and the gastrointestinal tract. Therefore, therapeutic modulation of the activity of this gene 
may prove useful in the treatment of endocrine/metabolically related diseases, such as obesity 
and diabetes. 

Panel 2.2 Summary: Ag3248 This gene is expressed at low to moderate levels in the 
majority of samples on this panel, with highest expression detected in a sample derived from 
normal kidney (CT = 28.6). Expression of the CG57464-01 gene appears to be upregulated in 
a number of breast cancer samples when compared to normal breast. Thus, therapeutic 
modulation of the activity of this gene or its protein product may be of benefit in the treatment 
of breast cancer. 

Panel 4D Summary: Ag3248 Expression of the CG57464-01 gene is highest in Ramos B 
cells treated with ionomycin (CT = 29). Therefore, expression of this gene may be used as a 
marker of activated B cells. In addition, this gene is expressed at relatively high levels in lung 
fibroblasts as well as in the mucoepidermoid cell line NCI-H292 independent of treatment 
(CTs = 30), suggesting that therapeutic modulation of the activity of this gene or its protein 
product may be of benefit in the treatment of asthma and emphysema. 

This gene is also expressed at low to moderate levels in a wide range of other cell types 
of significance in the immune response in health and disease. These cells include members of 
the T-cell, B-cell, endothelial cell, macrophage/monocyte, and peripheral blood mononuclear 
cell family, as well as epithelial and fibroblast cell types from lung and skin, and normal 
tissues represented by colon, lung, thymus and kidney. This ubiquitous pattern of expression 
suggests that this gene product may be involved in homeostatic processes for these and other 
cell types and tissues. 

This pattern is in agreement with the expression profile in 
General_screening_panel vl.5 and also suggests a role for the gene product in cell survival 
and proliferation. 

Therefore, modulation of the gene product with a functional therapeutic may lead to 
the alteration of functions associated with these cell types and lead to improvement of the 
symptoms of patients suffering from autoimmune and inflammatory diseases such as asthma, 
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allergies, inflammatory bowel disease, lupus erythematosus, psoriasis, rheumatoid arthritis, 
and osteoarthritis. 



CT. CG57466-01 : Acetylglucosaminyltransferase 

Expression of gene CG57466-01 was assessed using the primer-probe set Ag3249, 
described in Table CTA. Results of the RTQ-PCR runs are shown in Tables CTB, CTC and 
CTD. 



Table CTA . Probe Name Ag3249 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 ' -accactaactgctcagccaata-3 ' 


22 


156 


698 


Probe 


TET-5 ' -aacttgacccaccagccctggtt-3 ' - 
TAMRA 


23 


180 


699 


Reverse 


5 ' -tagaagagaaactgccggaact-3 ' 


22 


220 


700 



Table CTB . CNS_neurodegeneration_vLO 



Tissue Name 


Rel. Exp.(%) Ag3249, 
Run 210037963 


Tissue Name 


Rei. Exp.(%) Ag3249, 
Run 210037963 


AD 1 Hippo 


8.4 


Control (Path) 3 

Temporal Ctx 


5.6 


AD 2 Hippo 


41.5 


Control (Path) 4 
Temporal Ctx 


27.2 


AD 3 Hippo 


14.0 


AD 1 Occipital Ctx 


6.6 


AD 4 Hippo 


26.1 


AD 2 Occipital Ctx 
(Missing) 


0.0 


AD 5 Hippo 


29.9 


AD 3 Occipital Ctx 


8.5 


AD 6 Hippo 


100.0 


AD 4 Occipital Ctx 


25.2 


Control 2 Hippo 


42.0 


AD 5 Occipital Ctx 


48.0 


Control 4 Hippo 


29.3 


AD 6 Occipital Ctx 


22.4 


Control (Path) 3 

'"rt — 


5.6 


Control 1 Occipital 
Ctx 


6.1 


AD 1 Temporal Ctx 


10.7 


Control 2 Occipital 
Ctx 


51.4 


AD 2 Temporal Ctx 


25.5 


Control 3 Occipital 
Ctx 


22.1 


AD 3 Temporal Ctx 


9.9 


Control 4 Occipital 
Ctx 


15.8 


AD 4 Temporal Ctx 


29.9 


Control (Path) 1 
Occipital Ctx 


92.7 
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AD 5 Inf Temporal 
Ctx 


25.5 


Control (Path) 2 

UCClpllal VylX 


18.7 


AD 5 Sup Temporal 

Ctx 


27.4 


Control (Path) 3 

UCClplldl CIX 


0.7 


AD 6 Inf Temporal 
L tx 


87.1 


Control (Path) 4 

uccipiiai \^\\ 


29.9 


AD 6 Sup Temporal 

L tx 


5.0 


Control 1 Parietal 

LlX 


13.7 


Control 1 Temporal 

LtX 


24.5 


Control 2 Parietal 

LlX 


29.1 


Control 2 Temporal 
LtX 


41.2 


Control 3 Parietal 

LlX 


25.7 


Control 3 Temporal 
LtX 


33.7 


Control (Path) 1 
raneiai lix 


64.2 


Control 3 Temporal 
LtX 


21.9 


Control (Path) 2 
raneiai lix 


25.9 


Control (Path) 1 

1 CinpOral l^lA 


69.7 


Control (Path) 3 


1.9 


Control (Path) 2 
Temporal Ctx 


26.4 


Control (Path) 4 
Parietal Ctx 


39.8 



Table CTC . General_screeningj)anel_vl.4 



Tissue Name 


Rel. Exp.(%) Ag3249, 
Run 214693635 


Tissue Name 


Rel. Exp.(%) Ag3249, 
Run 214693635 


Adipose 


5.6 


Renal ca. TK-10 


2.7 


Melanoma* 
Hs688(A).T 


0.4 


Bladder 


59.5 


Melanoma* 
Hs688(B).T 


0.5 


Gastric ca. (liver met.) 
NCI-N87 


78.5 


Melanoma* M14 


8.8 


Gastric ca. KATO III 


60.3 


Melanoma* 
LOXIMVI 


0.1 


Colon ca. SW-948 


0.5 


Melanoma* SK- 
MEL-5 


15.2 


Colon ca. SW480 


4.4 


Squamous cell 

; o/~>/^ A 

coiviiiv.'iiia ij\.^v^-*T 


50.7 


Colon ca.* (SW480 


0.9 


Testis Pool 


1.7 


Colon ca. HT29 


0.8 


Prostate ca.* (bone 
met) PC-3 


9.0 


Colon ca. HCT-116 


13.2 


Prostate Pool 


1.8 


Colon ca. CaCo-2 


6.6 


Placenta 


10.9 


Colon cancer tissue 


26.6 


Uterus Pool 


0.9 


Colon ca. SW1116 


3.6 


Ovarian ca. 
OVCAR-3 


3.8 


Colon ca. Colo-205 


0.1 
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Ovanan ca. SK-OV- 
3 


6 1 


Colon ca. SW-48 


0.0 


Ovarian ca. 
OVCAR-4 


1.3 


Colon Pool 


6.2 


Ovarian ca. 
OVCAR-5 


22.1 


Small Intestine Pool 


11.3 


Ovarian ca. IGROV- 
1 


7.5 


Stomach Pool 


6.7 


Ovarian ca. 

OVPAP ft 
U VL-AK-o 


1.4 


Bone Marrow Pool 


2.3 


Ovary 


24.5 


Fetal Heart 


11.6 


Breast ca. MCF-7 


0.7 


Heart Pool 


/. / 


Breast ca. MDA- 

Mo-/ J 1 


1.4 


Lymph Node Pool 


7.1 


breasi ca. ts i j^y 


1 K 




0.4 


nrcasi ca. 1 4 / jj 




^Vplptal Mii^ifle Pool 


0.8 


Breast ca. MD A-N 


100.0 


Spleen Pool 


13.3 


Breast Pool 


4.0 


Thymus rooi 


1 7 


Trachea 


65.5 


CNS cancer (glio/astro) 
U87-MCj 


0.0 


Lung 


5.8 


CNS cancer (glio/astro) 

T T 1 1 O "K 

U-118-MG 


0.7 


Fetal Lung 


87.7 


CNS cancer 
(neuro;met) bJv-N-AI> 


21.3 


Lungca. NCI-N417 


0.0 


CNS cancer (astro) SF- 
539 


0.1 


Lung ca. LX-1 


29.5 


CNS cancer (astro) 
SNB-75 


12.2 


Lung ca. NCI-H146 


0.6 


CNS cancer (glio) 
SNB-19 


6.5 


Lung ca, SHP-77 


ICNS cancer (glio) SF- 
1295 


6.2 


i^ung ca. 


12.9 |Brain (Amygdala) Pool 


5.1 


Lung ca. NCI-H526 


0.0 |Brain (cerebellum) 


6.8 


Lung ca. NCI-H23 


2.3 |Brain (fetal) 


A. ^ 


Lung ca. NCi-K460 


iBrain (Hippocampus) 
[Pool 


n 


Lung ca. HOP-62 


5.0 jcerebral Cortex Pool 


0. / 


Lung ca. NCI-H522 


iBrain (Substantia nigra) 
jPool 


7.6 


Liver 


0.8 |Brain (Thalamus) Pool 


9.0 


Fetal Liver 


4.8 


Brain (whole) 


7.5 


Liver ca. HepG2 


0.0 


Spinal Cord Pool 


4.6 


Kidney Pool 


1L7 


Adrenal Gland 


40.6 



994 



wo 02/072757 



PCT/LS02/06^>08 



FClai ivj^lllCj 


4.5 Pituitary gland Pool 


10.5 


Renal ra 786-0 


2.5 Salivary Gland 


5.7 


Renal ca. A498 


1.4 


Thyroid (female) 


5.8 


Renal ca. ACHN 


22.2 Pancreatic ca. CAPAN2 


43.8 


Renal ca. UO-31 


32.8 Pancreas Pool 


11.3 



Table CTD. Panel 4D 



Tissue Name 


Rel. Exp.(%) 
Ag3249, Run 
164390953 


Tissue Name 


Rel. Exp.(%) 
Ag3249, Run 
164390953 


Secondary Thl act 


0.2 


HUVEC IL-lbeta 


0.4 


Secondary Th2 act 


0.0 


HUVEC IFN gamma 


1.0 


Secondary Trl act 


0.0 


HUVEC IMF alpha + IFN 
gamma 


0.5 


Secondary Th 1 rest 


0.0 


HUVEC TNF alpha + rL4 


0.6 


Secondary Th2 rest 


0.1 


HUVEC IL-1 1 


0.9 


Secondary Trl rest 


0.0 


T iiTiQ \/f ipr<^vaQPiilar Hi 

none 


1.4 


Primary Thl act 


0.2 


T lino NAipmvJi cfiilar Pf^ 

TNFalpha + IL-lbeta 


4.5 


Primary Th2 act 


0.0 


NytifrnvaQr'iilar Oprmal 

IVl 1 1./ 1 V/V do VUiui LJSuillKXl i— ^ : 

none 


0.9 


Primary Trl act 


0.0 


\^ir*mc\75icnlar ri<*nnal Pf^ 

TNFalpha + IL-lbeta 


7.7 


Primary Thl rest 


0.1 


Bronchial epithelium 
TNFalpha + ILlbeta 


3.6 


Primary Th2 rest 


0.0 


Small airway epithelium 
none 


0.2 


Primary Trl rest 


0.1 


Small airway epithelium 
TNFalpha + IL-lbeta 


5.8 


CD45RA CD4 
lymphocyte act 


0.5 


Coronery artery SMC rest 


0.0 


CD45RO CD4 
lymphocyte act 


0.1 


Coronery artery SMC 
TNFalpha + IL-lbeta 


0.0 


TDS Ivmnhncvte art 

— - ^ J- - - ^ 


0.6 


Astrocytes rest 


0.8 


Secondary CDS 
lymphocyte rest 


0.0 


Astrocytes TNFalpha + 
IL-lbeta 


3.1 


Secondary CDS 
lymphocyte act 


0.1 


KU-8I2 (Basophil) rest 


2.7 


CD4 lymphocyte none 


1.1 


KU-8 12 (Basophil) 
PMA/ionomycin 


3.8 


2ry Thl/Th2/Trl anti- 
CD95 CHll 


0.1 


CCDl 106 (Keratinocytes) 
none 


1.6 
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LAK cells rest 


1.9 


CCD! 106 TKeratinocvtesl 
TNFalpha + IL-lbeta 


1.3 


LAK cells IL-2 


5.0 


Liver cirrhosis 


3.2 


LAK cells IL-2+IL-12 


1.6 


I unus kidnev 




LAK cells IL-2+IFN 
gamma 


5.0 


NCI-H292 none 


100.0 


LAK cells IL-2+ IL-18 


4.3 


Nri-H292 TI -4 


R7 7 

o / . / 


LAK cells 
PMA/ionomycin 


6.1 


NCI-H292 lL-9 


96.6 


NK Cells IL-2 rest 


12.7 


NCI-H292 IL-13 


54.0 


Two Way MLR 3 day 


0.6 


NCI-H292 IFN gamma 


25.2 


Two Way MLR 5 dav 


1.6 


HPAFr none 




Two Way MLR 7 day 


0.9 


HPAEC TNF alnha -1-11-1 
beta 


6.3 


PBMC rest 


9.4 


T unp fihrfiblfl^t nnnp 


0 1 


PBMC PWM 


3.7 


1 UT\Q fihrnhlflct TNTP alnlia 

+ IL-1 beta 


0.3 


PBMC PHA-L 


0.7 


Lung fibroblast IL-4 


0.7 


Ramos (B cell) none 


0.1 


Liinff fibroblast IT -Q 




Ramos (B cell) 
ionomycin 


2.0 


Lung fibroblast IL-13 


0.3 


B lymphocytes PWM 


2.7 


Lung fibroblast EFN 

gcli 1 tl i id 


0.4 


B lymphocytes CD40L 
and IL-4 


5.8 


Dermal fibroblast 
CCD 1070 rest 


O.I 


EOL-1 dbcAMP 


26.6 


Dermal fibroblast 
CCD 1 070 TNF alnha 


0.8 


EOL-1 dbcAMP 
PMA/ionomycin 


8.4 


Dermal fibroblast 

CCD1070 IL-1 beta 


0.0 


Dendritic cells none 


3.2 


Dermal fibrohla<;t TFN 
gamma 


0.0 


Dendritic cells LPS 


2.5 


Oprmal fihrnhla<:t IT m,A 


n n 

u.u 


Dendritic cells anti- 
CD40 


1.3 


BD CoHtis 2 


1.4 


Monocytes rest 


0.4 


EBD Crohn's 


4.2 


Monocytes LPS 


10.5 


Colon 


48.6 


Macrophages rest 


1.1 


Lung 


19.5 


Macrophages LPS 


17.9 


Thymus 


2.5 


HUVEC none 


0.8 


fCidney 


3.9 


HUVEC starved 


1.1 







CNS_neurodegeneration_vl.O Summary: Ag3249 This panel confirms the expression of 

this gene at low levels in the brains of an independent group of individuals. However, no 

differential expression of this gene was detected between Alzheimer's diseased postmortem 
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brains and those of non-demented controls in this experiment. Please see Panel 1.4 for a 
discussion of the potential utility of this gene in treatment of central nervous system disorders. 



General_screening_panel_vl.4 Summary: Ag3249 The CG57466-01 gene encodes a 
protein with homology to beta-l,3-galactosyltransferases, which catalyze the formation of type 
I oligosaccharides (ref. 1 ). Expression of this gene is highest in a breast cancer cell line (CT = 
28.1). In addition, expression of this gene appears to be upregulated in pancreatic and gastric 
cancer cell lines when compared to their respective normal tissues. Thus, therapeutic 
modulation of the activity of this gene or its protein product may be of benefit in the treatment 
of breast, pancreatic and gastric cancer. 

This gene also shows significant levels of expression in trachea, bladder and fetal lung. 
Interestingly, CG57466-01 gene expression is much higher in fetal lung (CT = 28.3) than in 
adult lung (CT = 32.2), suggesting that expression of this gene can be used to distinguish adult 
from fetal lung. 

In addition, this gene is expressed at low levels in all regions of the central nervous 
system examined, including amygdala, hippocampus, substantia nigra, thalamus, cerebellum, 
cerebral cortex, and spinal cord. Therefore, this gene may play a role in central nervous system 
disorders such as Alzheimer's disease, Parkinson's disease, epilepsy, multiple sclerosis, 
schizophrenia and depression. 

Among tissues with metabolic or endocrine function, this gene is expressed at low to 
moderate levels in pancreas, adipose, adrenal gland, thyroid, pituitary gland, heart, fetal liver 
and the gastrointestinal tract. Therefore, therapeutic modulation of the activity of this gene 
may prove useful in the treatment of endocrine/metabolically related diseases, such as obesity 
and diabetes. 

References: 

1 . Shiraishi N, Natsume A, Togayachi A, Endo T, Akashima T, Yamada Y, Imai N, 
Nakagawa S, Koizumi S, Sekine S, Narimatsu H, Sasaki K. Identification and characterization 
of three novel beta 1,3-N-acetylglucosaminyltransferases structurally related to the beta 1,3- 
galactosyltransferase family. J Biol Chem 2001 Feb 2;276(5):3498-507 
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Panel 4D Summary: Ag3249 This transcript is most highly expressed in a cluster of treated 
and untreated samples derived from the NCI-H292 cell line, a human airway epithelial cell 
line that produces mucins (CTs = 30-32). Mucus overproduction is an important feature of 
bronchial asthma and chronic obstructive pulmonary disease samples. The transcnpt is also 
expressed at lower but still significant levels in small airway epithelium treated with IL-1 beta 
and TNF-alpha. The expression of the transcript in this mucoepidermoid cell line that is often 
used as a model for airway epithelium (NCI-H292 cells) suggests that this transcript may be 
important in the proliferation or activation of airway epithelium. Therefore, therapeutics 
designed with the protein encoded by the transcript may reduce or eliminate symptoms caused 
by inflammation in lung epithelia in chronic obstructive pulmonary disease, asthma, allergy, 
and emphysema. 

CU. CG57468-01: multidrug resistance protein 1 

Expression of gene CG5 7468-01 was assessed using the primer-probe set Ag3250, 
described in Table CUA. Results of the RTQ-PCR runs are shown in Tables CUB. 

Table CUA . Probe Name Ag3250 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


S • -agcaggggaaattttaacgat-3 ' 


21 


2391 


701 


Probe 


TET-5 ' -agacacttggccttcaaagccatgtt-3 ' - 
TAMRA 


26 


2419 


702 


Reverse 


5 ' -caaaccaggcaatatcctgata-3 ' 


22 i 2446 


703 



Table CUB . General_screening_panel_vl.4 



Tissue Name 


Rel. Exp.(%) Ag3250, 
Run 214693636 


Tissue Name 


Rel. Exp.(%) Ag3250, 
Run 214693636 


Adipose 


0.1 


Renal ca. TK-10 


0.0 


Melanoma* 
Hs688(A).T 


0.0 


Bladder 


0.0 


Melanoma* 
Hs688(B).T 


0.0 


Gastric ca. (liver met.) 
NCI-N87 


0.0 


Melanoma* M14 


0.0 


Gastric ca. KATO III 


0.0 


Melanoma* 
LOXIMVI 


0.0 


Colon ca. SW-948 


11.9 


Melanoma* SK- 
MEL-5 


0.6 


Colon ca. SW480 


0.0 


Squamous cell 


0.0 


Colon ca.* (SW480 


0.0 
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carcinoma SCC-4 




met) SW620 




Testis Pool 


U.U 


Colon ca. Hlzy 


o o 
U.U 


Prostate ca.* (bone 


0.0 


Colon ca. HCT-116 


0.0 


Pro<?tate Poni 


0.0 


Colon ca CaCo-2 


0.0 


Placenta 


0.0 


Colon cancer tissue 


0.0 


Uterus rool 


U.U 


.r»rt C\\71 1 1 

Lolon ca. i 1 1 o 


U.U 


Ovarian ca. 
OVCAK-3 


0.0 


Colon ca. Colo-205 


0.0 


Ovarian ca. SK-OV- 

i 


0.0 


Colon ca. SW.48 


0.0 


Ovarian ca. 
OVCAR-4 


0.0 


Colon Pool 


0.1 


Ovarian ca. 
OVCAR-5 


0.0 


Small Intestine Pool 


0.0 


Ovarian ca. IGROV- 
1 


0.0 


Stomach Pool 


0.0 


Ovarian ca. 
OVCAR-8 


0.0 


Bone Marrow Pool 


0.0 


Ovary 


0.0 


Fetal Heart 


0.0 


rJreast ca. MLr- / 


U.U 


Heart Pool 


U. / 


Breast ca. MUA- 
MB-231 


0.0 


Lymph Node Pool 


0.8 


Breast ca BT 549 


0.0 


Fetal Skeletal Muscle 


0.0 


Breast ca T47r) 


0 0 


Skeletal Muscle Pool 


0 0 


Breast ca. MDA-N 


0.3 


Spleen Pool 


0.0 


Breast Pool 


t AA A 

100.0 


Thymus Pool 


0.0 


Trachea 


0.0 


CNS cancer (glio/astro) 

T TOT \Jf/^ 


0.0 


Lung 


0.0 


CNS cancer (glio/astro) 

T T 1 1 0 \Ar^ 
U-1 lo-JVlVj 


0.0 


Fetal Lung 


0.1 


CNS cancer 
(neuro;metj bK-N-Ab 


0.0 


Lungca.NCI-N417 


0.0 


CNS cancer (astro) SF- 

CIO 


0.0 


T lino T Y_ 1 
o — - • 


ft ft 


CNS cancer (astro) 

cvro 
ISINB- /D 




Lung ca.NCI-H146 


0.0 


CNS cancer (glio) 

C KID 1 O 


0.0 


Lung ca. SHP-77 


0.0 


LNJ> cancer (glio) bt- 
295 


0.0 


Lung ca. A549 


0.0 


Brain (Amygdala) Pool 


0.0 


Lung ca. NCI-H526 


0.0 


Brain (cerebellum) 


0.0 


Lung ca. NCI-H23 


0.0 Brain (fetal) 


0.0 
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Lung ca. NCI-H460 


0.0 


OlailJ t n ippuwoaliipuo^ 

Pool 


0.0 


\ imp ca HnP-65 


0 0 






Lung ca. NCI-H522 


0.0 


Olalll ^kjUDbLdJllM 111^14^ 

Pool 


0.0 


Liver 


9.5 


Brain (Thalamus) Pool 


0.0 


Fetal Liver 


21.0 


Brain ( whole) 


0.0 


Liver ca. HcpG2 


0.0 


Spinal Cord Pool 


0.0 


Kidney Pool 


17.4 


Adrenal Gland 


0.0 


Fetal Kidney 


6.5 


Pituitary gland Pool 


0.0 


Renal ca. 786-0 


0.0 


Salivary Gland 


0.0 


Renal ca. A498 


0.0 


Thyroid (female) 


0.0 


Renal ca. ACHN 


0.0 


Pancreatic ca. CAPAN2 


0.0 


Renal ca.UO-31 


0.0 


Pancreas Pool 


0.0 



CNS neurodegeneration vl.O Summary: Ag3250 Expression of this gene is 
low/undetectable (CTs > 35) across all of the samples on this panel (data not shown). 



Generai_screening_panel_vl.4 Summary: Ag3250 Expression of the CG57468-01 gene is 
highest in normal breast (CT = 23.8). In addition, this gene is highly expressed in fetal/adult 
kidney and fetal/adult liver (CTs = 26-27). Thus, expression of this gene may be used to 
distinguish these tissues from the other samples on this panel. Strikingly, expression of this 
gene is much lower in breast, kidney, and liver cancer cell lines. Therapeutic modulation of 
the activity of this gene or its protein product may be of benefit in the treatment of these types 
of cancers. 

Panel 4D Summary: Ag3250 Expression of this gene is low/undetectable (CTs > 35) across 
all of the samples on this panel (data not shown). 

CV. CG59609.01: PEPTIDYL-PROLYL CIS-TRANS ISOMERASE A 

Expression of gene CG5 9609-01 was assessed using the primer-probe set Ag3494, 
described in Table C V A. Results of the K 1 Q-PCK runs are shown m 1 ables C VB and C VC. 



Table CVA . Probe Name Ag3494 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 ' -ccgttctatcagccatggt-3 ' 




3 


704 


Probe 


TET-5 ' -ccccaccaggttcttagacatcatcg-3 ' - 
TAMRA 


26 


25 


705 



1000 
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Reverse Js • -aaggagacacgtcccaagag-3 ' 



20 



62 



706 



Table CVB . General_screening_panel_vl.4 



Tissue Name 


Rel, Exp.(%) Ag3494, 
Run 217215292 


Tissue Name 


Rel. Exp.(%) Ag3494, 
Run 217215292 


Adipose 


0.0 


Renal ca. TK-IO 


0.0 


Melanoma* 
Hs688(A).T 


0.0 


Bladder 


0.0 


Melanoma* 
Hs688(B).T 


0.0 


Gastric ca. (liver met.) 
NCI-N87 


0.0 


Melanoma* Ml 4 


25.5 


Gastric ca. KATO III 


0.0 


Melanoma* 
LOXIMVI 


0.0 


Colon ca. SW-948 


0.0 


Melanoma* SK- 
MEL-5 


0.0 


Colon ca. SW480 


0.0 


Squamous cell 
carcinoma SCC-4 


33.4 


Colon ca.* (SW480 
met) iWozu 


0.0 


Testis Pool 


100.0 


Colon ca. HT29 


0.0 


Prostate ca.* (bone 
met) PC-3 


0.0 


Colon ca.HCT-1 16 


0.0 


Prostate Pool 


0.0 


Colon ca. CaCo-2 


0.0 


Placenta 


0.0 


Colon cancer tissue 


0.0 


Uterus Pool 


0.0 


Colon ca. SW1116 


0.0 


Ovarian ca. 
OVCAR-3 


U.U 


Colon ca. Colo-205 


U.U 


Ovarian ca. SK-OV- 
3 




v^oion ca. ow-'fo 


U.U 


Ovarian ca. 
OVCAR-4 


U.U 


V^OJOn rOOl 


U.U 


Ovarian ca. 
OVCAR-5 


0.0 


Small Intestine Pool 


0.0 


Ovarian ca. IGROV- 
1 


79.0 


Stomach Pool 

r 1 


0.0 


Ovarian ca. 
UVL.AK-0 


0.0 


Bone Marrow Pool 


0.0 


Ovary 


U.U 


retai Heart 


U.U 


RrAQCt ret IVir^TT 7 

creasi ca. ivn^r-/ 


U.U 


ncan rooi 


U.U 


Breast ca. MDA- 
MB-231 


41.8 


Lymph Node Pool 


0.0 


Breast ca. BT 549 


0.0 


Fetal Skeletal Muscle 


0.0 


Breast ca. T47D 


0.0 


Skeletal Muscle Pool 


0.0 


Breast ca. MDA-N 


86.5 


Spleen Pool 


0.0 


Breast Pool 


0.0 


Thymus Pool 


0.0 
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Trachea 


0.0 


CNS cancer (glio/astro) 

I TO ^7 \ A 


0.0 


Lung 


0.0 


CNS cancer (glio/aslro) 
U-1 1 0-MU 


0.0 


Fetal Lung 


0.0 


CNS cancer 

/^^. ..^ CI/" XT AC 

(neuro;met) i>K-N-Ab 


0.0 


Lung ca. NCI-N417 


0.0 


CNS cancer (astro) SF- 

C2 A 


0.0 


Lung ca. LX-1 


0.0 


CNS cancer (astro) 


0.0 


Lung ca. NCI-H146 


0.0 


CNS cancer (glio) 

CXTTi 1 A 

SNB-19 


0.0 


Lung ca. SHP-77 


40.6 


CNS cancer (glio) Sr- 
295 


0.0 


T liner pji A 


0 0 


Rrain ( Amvffdala^ Pool 


0.0 


Lung ca. NCI-H526 


0.0 


Brain (cerebellum) 


0.0 


Lung ca. NCI-H23 


0.0 


Brain ( letal) 


A A 


Lungca.NC^H460 \ 


ao 


Brain (Hippocampus) 
Pool 


0.0 


Lung ca. HOP-62 


0.0 


Cerebral Cortex Fool 


A A 


Lung ca. NCI-H522 


0.0 


Brain (Substantia nigra) 
Pool 


0.0 


T ivpi" 


0 0 


Brain ^^ThalamuO Pool 


0.0 




0 0 


Brain fwhole^ 


0.0 


T ivpr f*a T^pnrT^ 


0.0 


Soinal Cord Pool 


0,0 




47 0 


AHrptial rrlflnH 


0.0 




0 0 


Pituitary pland Pool 


0.0 


IVCIiai L/d.. f OU-W 


0 0 


^flliv;^rv rrlanH 

ociiivcu y vj icuivi 


0.0 


Renal ca A498 


0.0 


Thyroid (female) 


0.0 


Renal ca. ACHN 


0.0 


Pancreatic ca. CAPAN2 


0.0 


Renal ca.UO-31 


0.0 


Pancreas Pool 


0.0 



Table CVC . Panel 4D 



1 issue IName 


Rel. Exp.(%) 
Agi494, Run 
166441744 


1 issue Name 


Rel. Exp.(%) 
Ag5494, Run 
166441744 


Secondary Thl act 


0.0 


HUVEC IL-lbeta 


0.0 


Secondary Th2 act 


0.0 


HUVEC IFN gamma 


0.0 


Secondary Trl act 


0.0 


HUVEC TNF alpha + IFN 

gamma 


0.0 


Secondary Thl rest 


0.0 


HUVEC TNF alpha + IL4 


0.0 


Secondary Th2 rest 


0.0 


HUVEC IL-11 


0.0 


Secondary Trl rest 


0.0 


Lung Microvascular EC 


0.0 
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none 




Primary Th I act 


0.0 


Lung Microvascular EC 
TNFalpha + lL-1 beta 


10.2 


Primary Th2 act 


0.0 


Microvascular Denmal EC 
none 


0.0 


Primary Trl act 


0.0 


Microsvasular Dermal EC 
TNFalpha + IL-lbela 


0.0 


Primary Thl rest 


0.0 


Bronchial epithelium 
TNFalpha + ILlbeta 


0.0 


Primary Th2 rest 


0.0 


Small airway epithelium 
none 


0.0 


Primary Trl rest 


0.0 


Small airway epithelium 
TNFalpha + IL-lbeta 


0.0 


CD45RA CD4 
lymphocyte act 


0.0 


Coronery artery SMC rest 


0.0 


CD45RO CD4 

lymphocyte act 


0.0 


Coronery artery SMC 
TNFalpha + IL-lbeta 


0.0 


CDS lymphocyte act 


0.0 


Astrocytes rest 


0.0 


Secondary CD8 
lymphocyte rest 


0.0 


Astrocytes TNFalpha + 
IL-lbeta 


0.0 


Secondary CDS 
lymphocyte act 


0.0 


KU-S12 (Basophil) rest 


0.0 


CD4 lymphocyte none 


0.0 


KU-8 12 (Basophil) 
PMA/ionomycm 


0.0 


2ry Thl/Th2/Trl_anti- 
CD95 CHll 


0.0 


CCD 11 06 (Keratinocytes) 
none 


0.0 


LAK cells rest 


0.0 


CCD1106 (Keratmocytes) 

T>JF5»lnha -1- IT -1Hf*t;i 
1 INFaipila ' I L> 1 UCla 


0.0 


LAK cells IL-2 


0.0 


Liver cirrhosis 


100.0 


LAK cells IL-2+IL-12 


5.6 


Lupus kidney 


4.6 


LAK cells IL-2+IFN 
gamma 


0.0 


NCI-H292 none 


0.0 


LAK cells IL-2+IL- 18 


0.0 


NCI-H292 IL-4 


0.0 


LAK cells 

r lYi/v/ lonomycm 


0.0 


NCI-H292 IL-9 


0.0 




0 0 




0 0 

yj.\j 


Two Way MLR 3 day 


0.0 


NCI-H292 IFN gamma 


0.0 


Two Way MLR 5 day 


0.0 


HPAEC none 


0.0 


Two Way MLR 7 day 


0.0 


HPAEC TNF alpha + IL-1 
beta 


0.0 


PBMC rest 


0.0 


Lung fibroblast none 


0.0 


PBMC PWM 


0.0 


Lung fibroblast TNF alpha 

+ IL-1 beta 


0.0 


PBMCPHA-L 


0.0 


Lung fibroblast lL-4 


0.0 


Ramos (B cell) none 


0.0 


Lung fibroblast IL-9 


0.0 
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Ramos (B cell) 
ionomycin 


0.0 


Lung fibroblast lL-13 


0.0 


B lymphocytes PWM 


0.0 


Lung fibroblast IFN 
gamma 


0.0 


B lymphocytes CD40L 
and IL-4 


0.0 


Dermal fibroblast 
CCD 1070 rest 


7.7 


EOL-1 dbcAMP 


0.0 


Dermal fibroblast 
CCD 1 070 TNF alpha 


0.0 


EOL-1 dbcAMP 
PMA/ionomycin 


0.0 


Dermal fibroblast 
CCD 1070 IL-l beta 


L4 


Dendritic cells none 


0.0 


Dermal fibroblast IFN 
gamma 


0.0 


Dendritic cells LPS 


0.0 


Dermal fibroblast IL-4 


A A 
U.U 


Dendritic cells anti- 


0.0 


IBD Colitis 2 


26.2 


jvionocyxcs resi 




TRD Crohn's 


13.8 


Monocyies L/ro 


n n 




17.6 


jviacropnages resi 


n n 


T iincT 


8.1 


MacroDhaees LPS 


0.0 


Thymus 


16.5 


HUVEC none 


0.0 


Kidney 


0.0 


HUVEC starved 


0.0 







CNS_neurodegeneration_vLO Summary: Ag3494 Expression of this gene is 
low/undetectable (CTs > 35) across all of the samples on this panel (data not shown). 



General screening panel vl .4 Summary: Ag3494 Expression of the CG59609-01 gene is 
highest in testis (CT = 34.3). In addition, low but significant expression of this gene is detected 
in a breast cancer cell line and an ovarian cancer cell line. Thus, expression of this gene may 
be used to distinguish these samples from the other samples on this panel. Furthermore, 

therapeutic modulation of the activity of this gene may be of benefit in the treatment of 
fertility, breast cancer, and ovarian cancer. 

Panel 4D Summary: Ag3494 Expression of the CG59609-01 gene is highest in a liver 
cirrhosis sample (CT = 34.3). In addition, low but significant expression of this gene is 
detected in samples ft*om thymus as well as from normal and EBD colon. Thus, expression of 
this gene may be used to distinguish these samples from the other samples on this panel. 
Furthermore, therapies designed with the protein encoded for by this gene may potentially 
modulate liver function and play a role in the identification and treatment of inflammatory or 
autoimmune diseases which effect the liver including liver cirrhosis and fibrosis. 
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CW. CG59613-01: PROLIFERATING CELL NUCLEAR ANTIGEN 

Expression of gene CG59613-01 was assessed using the primer-probe set Ag3496, 
described in Table CWA. Results of the RTQ-PCR runs are shown in Tables CWB and CWC. 



Table CWA . Probe Name Ag3496 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 ' -cacataccactgtgaccacaac-3 ' 


22 


238 


707 


Probe 


TET-5 ' -cctcaccagcatgtccaaaatgctaa-3 ' - 

TAMRA 


26 


277 


708 


Reverse 


5 ' -tgtcttcactgccattgttgta-3 ' 


22 ; 


305 


709 



Table CWB . General_screening_panel_vl.4 



Tissue Name 


Rel. Exp.(%) Ag3496, 
Run 217217871 


I issue name 


Rel. Exp.(%) Ag3496, 
Run 217217871 


Adipose 


9.6 


Renal ca. TK- 10 


21.8 


Melanoma* 
Hs688(A)T 


25.2 


Bladder 


11.4 


Melanoma* 
Hs688(B).T 


20.4 


Gastric ca. (liver met.) 
NCI-N87 


3.9 


Melanoma* Ml 4 


0.0 


Gastric ca. KATO III 


1.1 


Melanoma* 
LOXIMVI 


0.0 


Colon ca. SW-y4o 


U.yj 


Melanoma* SK- 
MEL-5 


1.5 


Colon ca. SW480 


1.7 


Squamous cell 
carcinoma SCC-4 


5.4 


Colon ca.* (SW480 
met) SW620 


2.0 


Testis Pool 


56.3 


Colon ca. HT29 


3.9 


Prostate ca.* (bone 
met) PC-3 


2.6 


Colon ca. HCT-1 16 


12.9 


Prostate Pool 


37.6 


Colon ca. CaCo-2 


8.4 


Placenta 


0.0 


Colon cancer tissue 


1.4 


Uterus Pool 


2i.5 


Loion ca. a w 1 1 lo 


A r\ 


Ovarian ca. 
OVCAR-3 


18.3 


Colon ca. Colo-205 


0.0 


Ovarian ca. SK-OV- 

3 


1.9 


Colon ca. SW-48 


0.0 


Ovarian ca. 
OVCAR-4 


8.0 


Colon Pool 


29.9 


Ovarian ca. 
OVCAR-5 


2.9 


Small Intestine Pool 


57.8 



1005 



wo 02/072757 



PCT/IS02/06908 



Ovarian ca. IGROV- 

1 


0.0 


Stomach Pool 


38.7 


Ovarian ca. 
OVCAR-8 


0.0 


Bone Marrow Pool 


6.3 


Ovary 


4.9 


Fetal Heart 


6.2 


Breast ca. MLr- / 




riean rooi 


1 Z.J 


Breast ca. MUA- 
N4B-231 


6.4 


Lymph Node Pool 


64.6 


Rrea«;t ca RT 549 


4.7 


Fetal Skeletal Muscle 


31.6 


Breast ca T47D 


12.9 


Skeletal Muscle Pool 


0.0 


Breast ca. MDA-N 


0.0 


Spleen Pool 


1.7 


Breast Pool 


4/.0 


Thymus Pool 


4/. J 


Trachea 


26.1 


CNS cancer (glio/astro) 

Uo /-JVlVj 


2.3 


Lung 


7.7 


CNS cancer (glio/astro) 

T I 1 1 O \Rri 

U-1 lo-MLr 


22.5 


Fetal Lung 


82.9 


CNS cancer 
(neuro,meij oiv-i\-Ao 


0.9 


Lungca.NCI-N417 


0.0 


CNS cancer (astro) SF- 


1.8 


Lung ca. LX-1 


0.0 


CNS cancer (astro) 
oNB- /j 


35.4 


Lung ca, NCI-H146 


0.0 


CNS cancer (glio) 

CKin 1 o 
bJNB-iy 


0.0 


Lung ca. SHP-77 


3.7 


LiNo cancer (glioj or- 
295 


9.2 


T.unp ca A549 


0.0 


Brain fAmvedala^ Pool 


0.0 


Lungca.NCI-H526 


0.0 


Brain (cerebellum) 


0.0 


Lung ca. NCl-rl23 


4o.U 


Bram (leiaij 




Lung ca. NCI-H460 


0.5 


Brain (Hippocampus) 
Pool 


0.0 


Lung ca. HUr-ox 


/.J 


Cerebral Cortex Pool 


1.0 


Lungca.NCI-H522 


2.1 


Brain (Substantia nigra) 
Pool 


3.8 


Liver 


0.0 


Brain (Thalamus) Pool 


3.2 


Fetal Liver 


7.9 

... 


Brain ( whole) 


4.2 


Tjver ca HeoG2 


0.0 


Sninal Cord Pool 


1.9 


Kidnev Pool 


80.7 


Adrenal Gland 


1.7 


Fetal Kidnev 


100 0 


Pituitarv ?tand Pool 


0.7 


Renal ca 786-0 


13.3 


Salivarv Gland 


6.2 


Renal ca. A498 


0.0 


Thyroid (female) 


2.6 


Renal ca. ACHN 


23.8 


Pancreatic ca. CAPAN2 


5.5 


Renal ca. UO-31 


13.7 


Pancreas Pool 


48.6 
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Table CWC. Panel 4D 



PC T/l S02/(K>908 



Tissue Name 


Rel. Exp.(%) 
Ag3496, Run 
166441888 


Tissue Name 


Rel. Exp.(%) 
Ag3496, Run 
166441888 


Secondary Thl act 


0.0 


HUVEC IL-lbeta 


0.7 


Secondary Th2 act 


0.7 


T TT Tt T T~> 1 T^V T 

HUVEC IFN gamma 


1.0 


Secondary Trl act 


0.0 


HUVEC TNF alpha + IFN 
gamma 


0.0 


Secondary Thl rest 


0.7 


HUVEC TNF alpha +IL4 


0.6 


Secondary Th2 rest 


1.2 


HUVEC IL-11 


0.4 




04 


Lung Microvascular EC 

none 


1.0 


Primarv XH 1 art 


0 'i 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


1 0 


Pninnrv Th^ apf 
JrillilUijr 1 11^ awl 


1 2 


Microvascular Dermal EC 
none 


0 4 


Primarv Trl act 


0.8 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


0.2 


Primarv Thl rest 

1. illAlCUJr 1.111 IWOl 


1 5 


Bronchial epithelium 
TNFalpha+ILlbeta 


5.2 


Primarv Th9 rPQt 


1 0 


Small airway epithelium 
none 


6 6 


Pnmjirv Trl r<*Qt 


1 5 


Small airway epithelium 
TNFalpha + IL-lbeta 


100 0 


CD45RA CD4 
lymphocyte act 


2.1 


Coronery artery SMC rest 


2.6 


CD45RO CD4 
lymphocyte act 


0.9 


Coronery artery SMC 
TNFalpha-f IL-lbeta 


1.5 


CDS lymphocyte act 


2.1 


Astrocytes rest 


13.1 


Secondary CD8 
lymphocyte rest : 


0 0 


Astrocytes TNFalpha + 
IL-lbeta 


7 4 


Secondary CDS 
lymphocyte act 


0 0 


KU-812 (Basoohin rest 


4.2 


CD4 Ivmnhocvte none 


1.8 


KU-812 (Basophil) 
PMA/ionomycin 


5.2 


2ryThl/Th2/Trl_anti- 
CD95 CHll 


— « ,,, ^ 

0.7 


CCD 1 106 (Keratinocytes) 
none 


17.9 


LAK cells rest 


0.0 


CCD] 106 (Keratinocytes) 
TNFalpha + IL-lbeta 


82.4 


LAK cells IL-2 


2.3 


Liver cirrhosis 


17.2 


LAKceUsIL-2+IL-12 


1.7 


Lupus kidney 


9.3 


LAK cells IL-2+IFN 
gamma 


2.3 


NCI-H292 none 


0.3 


LAK cells IL-2+ IL-18 


3.1 


NCI-H292 IL-4 


0.8 
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LAK cells 

r j>i/v 1 onorn y c 1 1 1 


0.2 


NCI-H292 IL-9 


3.0 




2 7 


NC1-H292 IL-13 


1.9 


Two Way MLR 3 day 


3.3 


NCI-H292 IFN gamma 


0.5 


Two Way MLR 5 day 


0.0 


HP Ate none 


U.J 


Two Way MLR 7 day 


0.2 


HrAhL 1 Nr aipna + IL- 1 
beta 


0.6 


PBMC rest 


1 f\ 

1.0 


Lung fibroblast none 




PBMC PWM 


1.7 


Lung iiuro[)iast iiNr aipna 
+ IL-1 beta 


2.9 


PBMC PHA-L 


0.7 


Lung fibroblast IL-4 


11.0 


Ramos (B cell) none 


0.0 


Lung iibrobiast IL-y 


D.J 


Ramos (B cell) 
ionomycin 


0.0 


Lung fibroblast IL-13 


10.4 


B lymphocytes PWM 


0.9 


Lung fibroblast IFN 

gamma 


11.9 


B lymphocytes CD40L 
and IL-4 


2.8 


Dermal fibroblast 
LLDIU/U rest 


11.7 


EOL-1 dbcAMP 


0.0 


Dermal fibroblast 
CLD1U7U liNr aipna 


5.8 


EOL-1 dbcAMP 

PMA/ionomycin 


0.9 


Dermal fibroblast 
CCU1U7U lL-1 beta 


2.3 


Dendritic cells none 


0.1 


Dermal iibrobiast iriN 
gamma 


8.8 


Dendritic cells LPS 


0.7 


Dermal iibrobiast lL-4 


1 1 ^ 
1 1 .J 


Dendritic cells anti- 


0.6 


IBD Colitis 2 


2.6 


ivionocyies rcai 


0 7 


TRD Crohn's 


1.3 


Monocyies i^ro 


0 0 


Polon 


11.4 


MaCropnages icSl 


n 0 




1.9 


Macrophages LPS 


0.0 


Thymus 


3.8 


HUVEC none 


1.0 


Kidney 


7.2 


HUVEC starved 


1.4 





CNS^neurodegenerationvl.O Summary: Ag3496 Expression of this gene is 
low/undetectable (CTs > 35) across all ol the samples on this panei (data not shown). 



General_screeningjpanel_vL4 Summary: Ag3496 Expression of the CG59613-01 gene is 
highest in fetal and adult kidney (CTs = 31). This gene is also expressed at higher levels in 
fetal lung (CT = 31.4) than in adult lung (CT = 34.8), suggesting that expression of this gene 
can be used to distinguish adult and fetal lung and that this gene may play a role in lung 
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development and regeneration. Differentially higher expression in fetal tissues also occurs in 
brain and skeletal muscle. 



In general, expression of this gene is associated with normal tissues rather than cancer 
cell lines. Specifically, CG596 13-01 gene expression is downregulated in pancreatic, colon, 
gastric, renal, lung, breast and prostate cancer cell lines when compared to their respective 
normal tissues. Therefore, therapeutic modulation of the activity of this gene may be of benefit 
in the treatment of these cancers. 

Among tissues with metabolic or endocrine function, this gene is expressed at low 
levels in pancreas, adipose, adrenal gland, fetal skeletal muscle, and the gastrointestinal tract. 
Therefore, therapeutic modulation of the activity of this gene may prove useful in the 
treatment of endocrine/metabolically related diseases, such as obesity and diabetes. 

Panel 4D Summary: Ag3496 Expression of the CG59613-01 gene is highest in small airway 
epithelium treated with TNF alpha and lL-1 beta (CT = 29.4). In addition, this gene is 
substantially upregulated in keratinocytes treated with TNF alpha and IL-1 beta. Low 
expression of this gene is also seen in lung and dermal fibroblasts independent of treatment. 
Therefore, therapeutics designed with the protein encoded by the transcript may reduce or 
eliminate symptoms caused by inflammation of the lung and skin in chronic obstructive 
pulmonary disease, asthma, allergy, emphysema, and psoriasis. 

CX, CG59619-01: ACTIN, CYTOPLASMIC 2 

Expression of gene CG59619-01 was assessed using the primer-probe set Ag3498, 
described in Table CXA. Results of the RTQ-PCR runs are shown in Tables CXB and CXC. 



Table CXA . Probe Name Ag3498 





i 1 IlBl^l 3 




T anntK 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 ' - tgatatggacatccccaaag-3 ' 


20 


860 


710 


Probe 


TET-5 ' -acctgtacgccaacacagtgctgtct-3 ' - 
TAMRA 


26 I 


880 


711 


Reverse 


5 ' -atctccttctgcatcctattgg-3 ' 


22 


934 


712 



Table CXB . General screening panel vl.4 



Tissue Name 



Rel. Exp.(%) Ag3498, Tissue Name | Rel. Exp.(%) Ag3498, 
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Run 217217873 


Run 217217873 


Adipose 


4.7 


Renal ca. TK-10 


0.0 


Melanoma* 
Hs688(A).T 


0.0 


Bladder 


3.3 


Melanoma* 
Hs688(B).T 


0.0 


Gastric ca. (liver met.) 
NC1-N87 


0.0 


Melanoma* M14 


0.0 


Gastric ca. KATO III 


0.0 


Melanoma* 
LOXIMVI 


0.0 


Colon ca. SW-948 


0.0 


Melanoma* SK- 
MEL-5 


0.0 


Colon ca. SW480 


0.0 


11 

Squamous cell 
carcinoma SCC-4 


0.0 


Colon ca.* (SW480 
met) SW620 


0.0 


Testis Pool 


55.1 


Colon ca. HT29 


0.0 


Prostate ca,* (bone 


0.0 


Colon ca. HCT-116 


8.7 


Prnctutp Pnnl 


0.0 


Colon ca. CaCo-2 


4.9 


Placenta 


0.0 


Colon cancer tissue 


0.0 


Uterus Pool 


0.0 


Colon ca.SWl 116 


0.0 


Ovarian ca. 
OVCAR-3 


6.6 


Colon ca. Colo-205 


0.0 


Ovarian ca. SK-OV- 
3 


9.5 


Colon ca. SW-48 


0.0 


Ovarian ca. 
OVCAR-4 


0.0 


Colon Pool 


18.3 


Ovarian ca. 
OVCAR-5 


17.9 


Small Intestine Pool 


26.2 


Ovarian ca. IGROV- 
1 


0.0 


Stomach Pool 


7.2 


Ovarian ca. 


0.0 


Bone Marrow Pool 


0.0 


Ovary 


2.9 


Fetal Heart 


6.4 


Breast ca. MCF-7 


0.0 


Heart Pool 


11.2 


Breast ca. MDA- 
MR-231 


0.0 


Lymph Node Pool 


34.2 


Rrpa<5t ra RT S49 


8.4 


retal oKeieiai Muscie 


12.9 


DlCaol v/<l. 1 *T / J-/ 


2.5 


Skeletal Muscle Pool 


10.8 


Breast ca. MDA-N 


0.0 


Spleen Pool 


4.7 


Breast Pool 


13.7 


Thymus Pool 


27.0 


Trachea 


5.4 


CNS cancer (glio/astro) 
Uo /-MU 


0.0 


Lung 


7.0 


CNS cancer (glio/astro) 
U-118-MG 


2.2 


Fetal Lung 


7.9 


CNS cancer 


0.0 
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vneuro,nieLj orw-iN-/\»3 




Lung ca. NCI-N417 


0.0 


CNS cancer (astro) SF- 


0.0 


Lung ca. LX- 1 


0.0 


CNS cancer (astro) 

OXTD 7< 

oiNe>- / J 


0.0 


Lung ca. NCI-H146 


3.1 


CNS cancer (glio) 


0.0 


Lung ca. SHP-77 


0.0 


LiNo cancer i^giio; or- 
295 


0.0 




0.0 


Brain (Amygdala) Pool 


12.9 


Lung ca. NCI-H526 


0.0 


Brain (cerebellum) 


3.2 


Lung ca. NCI-H23 


n A 
U.U 


rsram (leiaij 




Lung ca. NCI-H460 


0.0 


urain (nippocampusj 
Pool 


6.0 


Lung ca. HOP-62 


A A 
0.0 


Cereurai L/Ortex rooi 


A 0 


Lung ca. NCI-H522 


0.0 


rsram (oUDstaniia nigraj 
Pool 


26.6 




Liver 


0 0 


Brain (Thalamus) Pool 


37.9 


rciai i^lVCI 


0 0 


Brain ( whole) 


0.0 




0.0 


Spinal Cord Pool 


0.0 




100.0 


Adrenal Gland 


0.0 


rciai jviuiicy 


4.4 


Pituitarv eland Pool 


0.0 




0 0 


Salivarv Gland 


0.0 


Renal ca. A498 


0.0 


Thyroid (female) 


0.0 


Renal ca. ACHN 


0.0 


Pancreatic ca. CAPAN2 


6.5 


Renal ca.UO-31 


0.0 


Pancreas Pool 


6.3 



Table CXC. Panel 4. ID 



Tissue Name 


Rei. Exp,(%) 
Ag3498, Run 
169839576 


Tissue Name 


Rel. Exp.(%) 
Ag3498, Run 
169839576 


Secondary Thl act 


78.5 


HUVEC IL-lbeta 


11.3 


Secondary Th2 act 


17.0 


HUVEC IFN gamma 


12.4 


r» i^—.T'^i 

oct^vjiiuai y ill a^i 


1 n o 


HUVEC TNF alpha + IFN 
gamma 


15.7 


Secondary Thl rest 


5.2 


HUVEC TNF alpha + IL4 


12.5 


Secondary Th2 rest 


7.0 


HUVEC IL-11 


5.4 


Secondary Trl rest 


5.5 


Lung Microvascular EC 
none 


17.2 


Primary Thl act 


14.8 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


7.6 


Primary Th2 act 


16.0 


Microvascular Dermal EC 
none 


8.1 
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Primary Trl act 


13.3 ! 


Vlicrosvasular Dermal EC 
L Wraipna > iiv- 1 ocia 


8.0 


Primary Thl rest 


8.2 ! 


Bronchial epithelium 
1 iNralpna + iLiDeia 


5.3 


Primary Th2 rest 


7.1 


Small airway epithelium 
none 


4.3 


Primary Trl rest 


8.1 


Small airway epithelium 
1 IN r aipna ^ il,- i Deia 


6.4 


CD45RA CD4 
lymphocyte act 


15.8 


Coronery artery SMC rest 


5.8 

'. 


CD45RO CD4 
lymphocyte act 


15.9 


— J, — " 

Coronery artery SMC 

TNFalpha + IL-lbeta 


5.9 


CDS lymphocyte act 


19.6 


Astrocytes rest 




Secondary CDS 
lymphocyte rest 


14.0 


Astrocytes TNFalpha + 

TT 1 Uatn 

IL- 1 beta 


4.6 


Secondary CDS 
lymphocyte act 


9.7 


KU-812 (Basophil) rest 


34.4 


CD4 lymphocyte none 


4.3 


KU-812 (Basophil) 
r MA/ lonomycm 


31.9 


2ryThl/Th2/Trl_anti- 
CD95CH11 


6.1 


CCD1106 (Keratinocytes) 

none 


28.9 


LAK cells rest 


12.6 


CCD! lUo (Reraimocyies; 
TNFalpha + IL-lbeta 


34.2 


LAK cells IL-2 


9.9 


Liver cirrhosis 


1.4 


LAK cells IL-2+IL- 12 


12.6 


iNCi-riiiVz none 


9 3 


LAK cells IL-2+IFN 
gamma 


9.4 


NCI-H292 IL-4 


13.1 


LAK cells IL-2+ IL-18 


lie 

12.5 




17 7 


LAK cells 
PMA/ionomycin 


13.9 


NCI-H292 IL-13 


13.6 


NK Cells IL-2 rest 


15.5 


NC1-H292 IFN gamma 22.2 


Two Way MLR 3 day 


13.0 


HPAEC none 


4.4 


Two Way MLR 5 day 


14.4 


HPAEC TNF alpha + IL-1 
beta 


12.4 


Two Way MLR 7 day 


8.8 


Lung fibroblast none 


5.7 


PBMC resi 


u.u 


Lung fibroblast TNF alpha 
+ IL-1 beta 


14.6 


rrJML r WM 




Lung fibroblast IL-4 


8.8 


PBMC PHA-L 


15.1 


Lung fibroblast IL-9 


13.0 


Ramos (B cell) none 


13.0 


Lung fibroblast IL-13 


10.2 


Ramos (B cell) 
ionomycin 


11.4 


Lung fibroblast IFN 

gamma 


17.8 


B lymphocytes PWM 


13.7 


Dermal fibroblast 
CCD 1070 rest 


9.8 


B lymphocytes CD40L 


1 13.8 


Dermal fibroblast 


10.8 
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and IL-4 




CCD1070TNF alpha 


EOL-I dbcAMP 


111 


Dermal fibroblast 
CCD 1070 IL-l beta 


1L2 


EOL-1 dbcAMP 
PMA/ionomycin 


1 AA A 


Dermal fibroblast IFN 

gamma 


19.8 


Dendntic cells none 


14.4 


Dermal fibroblast IL-4 


9.7 


Dendritic cells LPS 


9,8 


Dermal Fibroblasts rest 


7.7 


Dendritic cells anti- 
CD40 


M.J. 


Neutrophils TNFa+LPS 


0.7 


Monocytes rest 


8.9 


Neutrophils rest 


1 1 


Monocytes LPS 


32.5 


Colon 


A A 


Macrophages rest 


12.6 


Lun2 


1 5.1 


Macrophages LPS 


17.3 


Thymus 


7.3 


HUVEC none 


6.2 


Kidney 


1 4.9 


HUVEC starved 


10.0 




1 



CNS_neurodegeneration_vl.O Summary: Ag3498 Expression of this gene is 
low/undetectable (CTs > 35) across all of the samples on this panel (data not shown). 



General_screening_panei_vl.4 Summary: Ag3498 The CG59619-01 gene is only 
expressed at detectable levels in the adult kidney (CT = 34.2). Thus, expression of this gene 
can be used to distinguish kidney from the other samples on this panel. In addition, expression 
of this gene is much lower in fetal kidney (CT = 38.7), suggesting that this gene can be used to 
distinguish between the fetal and adult source of this tissue. Furthermore, this gene is not 
expressed at detectable levels in renal cancer cell lines. Therefore, therapeutic modulation of 
this gene may be of use in the treatment of renal cell carcinoma. 

Panel 4.1D Summary: Ag3498 Expression of the CG59619-01 gene is highest in activated 
eosinophils (CT = 25.7), displaying 10-fold upregulation when compared to the control 
eosinophils. Therefore, therapies designed with the protein encoded for by this gene could 
block or inhibit inflammation or tissue damage due to eosinophil activation in response to 
asthma, ulcerative colitis and parasitic diseases. 

The CG596 19-01 gene is expressed at moderate levels in the majority of samples on 
this panel, including T cells, B cells, endothelial cells, macrophages, monocytes, dendritic 
cells, basophils and peripheral blood mononuclear cells, as well as epithelial and fibroblast cell 
types from lung and skin, and normal tissues represented by colon, lung, thymus and kidney. 
This ubiquitous pattern of expression suggests that this gene product may be involved in 
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homeostatic processes for these and other cell types and tissues. Therefore, modulation of the 
gene product with a functional therapeutic may lead to the alteration of functions associated 
with these cell types and lead to improvement of the symptoms of patients suffering from 
autoimmune and inflammatory diseases such as asthma, allergies, inflammatory bowel 
disease, lupus erythematosus, psoriasis, rheumatoid arthritis, and osteoarthritis. 

CY. CG59621-01: SELENIDE,WATER DIKINASE 1 

Expression of gene CG59621-01 was assessed using the primer-probe set Ag3764, 
described in Table CYA. 



Table CYA . Probe Name Ag3764 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 

NO: 


Forward 


5 ' -catgttcagcctcatgcat-3 ' 


19 


925 


713 


Probe 


TET-5 ' -agacctcaggcggccttctgatct-3 ' - 
TAMRA 


24 


957 


714 


Reverse 


5 ' -ctgcttgctgacatggtaaac-3 ' 


21 


981 


715 



General_screeningj)anel_vl.4 Summary: Ag3764 Results from one experiment with the 
CG59621-01 gene are not included. The amp plot indicates that there were experimental 
difficulties with this run. 



Panel 4.1D Summary: Ag3764 Expression of this gene is low/undetectable (CTs > 35) 
across all of the samples on this panel (data not shown). 

CZ. CG59625-01: GLUCOSE TRANSPORTER TYPE 3 

Expression of gene CG59625-01 was assessed using the primer-probe set Ag3499, 
described in Table CZA. Results of the RTQ-PCR runs are shown in Tables CZB and CZC. 



lapie L.z./\ . rroDc iNdiiic /\gj*t:/:» 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 • -cttcccctctgctgcttactat-3 ' 


22 


1298 


716 


Probe 


TET-5 ' -ttttattatcttcaccggcttcctca-3 ' - 
TAMRA 


26 


1334 


717 


Reverse 


5 ' -gaaggtaaaggccaagaaggta-3 ' 


22 


1361 


718 
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PCT/l!S02/06*>()S 



Tissue Name 


Rel. Exp.(%) Ag3499, 
Run 210935864 


Ticciip N^me 


Rel. Exp.(%) Ag3499, 
Run 210935864 


AD 1 Hippo 


5.8 


Control (Path) 3 
Temporal Ctx 


4.9 




25.9 


Control (Path) 4 
Temporal Ctx 


32.3 


AD 3 Hippo 


5.8 


AD 1 Occipital Ctx 


1 1.0 


AD 4 Hippo 


1.5 


AD 2 Occipital Ctx 


0.0 


AD 5 hippo 


100,0 


AD 3 Occipital Ctx 


5.1 


AD 6 Hippo 


29.7 


AD 4 Occipital Ctx 


4. J 


Control 2 Hippo 


31.9 


AD 5 Occipital Ctx 


39.2 


Control 4 Hippo 


0.0 


AD 6 Occipital Ctx 


72.2 


Control (Path) 3 
Hippo 


o.o 


Control 1 Occipital 
Ctx 


13.5 


AD 1 Temporal Ltx 




Control 2 Occipital 
Ctx 


82.4 


AD 2 1 emporai C.tx 




Control 3 Occipital 
Ctx 


8.8 


AD 3 Temporal Ctx 




Control 4 Occipital 

Ctx 


0.0 


AD 4 Temporal Ctx 


J.O 


Control (Path) 1 
Occipital Ctx 


64.6 


AD 5 Inf Temporal 
Ctx 




Control (Path) 2 
Occipital Ctx 


4.0 


AD 5 SupTemporal 
Ctx 


J /.O 


Control (Path) 3 
Occipital Ctx 


4.0 


AD 6 Inf Temporal 

Ctx 




Control (Path) 4 
Occipital Ctx 


13.2 


AD 6 Sup Temporal 
Ctx 


7A ft 


Control 1 Parietal 
Ctx 


9.9 


Control 1 Temporal 

Ctx 


1 1 n 


Control 2 Parietal 
Ctx 


33.2 


Control ? Temporal 
Ctx 


5u. / 


Control 3 Parietal 
Ctx 


12.! 


Control 3 Temporal 
Ctx 


o.u 


Control (Path) 1 
Parietal Ctx 


57.8 


Control 4 Temporal 
Ctx 


0.1 


Control (Path) 2 
Parietal Ctx 


25.2 


Control (Path) 1 
Temporal Ctx 


28.9 


Control (Path) 3 
Parietal Ctx 


5.6 


Control (Path) 2 
Temporal Ctx 


13.9 


Control (Path) 4 
Parietal Ctx 


60.3 
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Table CZC . Panel 4D 



Tissue Name 


Rel. Exp.(%) 
Ag3499, Run 
166441940 


Tissue Name 


Rel. Exp.(%) 
Ag3499, Run 
166441940 


Secondary Thl act 


12.1 


HUVEC IL-lbeta 


0.1 


Secondary Th2 act 


3,2 


HUVEC IFN gamma 


3.2 


Secondary Trl act 


3.6 


HUVEC TNF alpha + IFN 
gamma 


0.1 


Secondary Thl rest 


7.5 


HUVEC TNF alpha + IL4 


0.0 


Secondary Th2 rest 


5.3 


HUVEC IL-11 


0.9 


hjCCUIlUal y ill I Col 


u.u 


Lung Microvascular EC 
none 


2 0 


rnrndry iiii aci 


Z.*T 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


1 2 


rnrndry i nz <ici 


7 ^ 


Microvascular Dermal EC 
none 


0 1 


rrimdry in aci 


10 1 
1 U. 1 


Microsvasular Dermal EC 
TNFalpha^ IL-lbeta 


0 1 

v. 1 


rnnidry ini real 




Bronchial epithelium 
TNFalpha + ILlbeta 




rnrndry i nz rcbi 




Small airway epithelium 
none 


U.J 


rnrndry in rcai 




Small airway epithelium 
TNFalpha + IL-lbeta 


1 Q 


CD45RA CD4 
lymphocyte act 


2.9 


Coronery artery SMC rest 


2.4 


CD45RO CD4 
lymphocyte act 


12.3 


Coronery artery SMC 
TNFalpha + IL-lbeta 


1.3 


CDS lymphocyte act 


4.1 


Astrocytes rest 


0.3 


Secondary CDS 
lymphocyte rest 


H.J 


Astrocytes TNFalpha + 
IL-lbeta 




Secondary CDS 
lymphocyte act 






0 0 

\J.\J 


y^LjH lyTTipnouyie noiie 


J .z 


KU-812 (Basophil) 

PMA/ionomycin 




2ry Thl/Th2/Trl_anti- 
CD95CH11 


6.4 


CCD 1106 (Keratinocytes) 

none 


1.9 


LAK cells rest 


8.9 


CCD 1 106 (Keratinocytes) 
TNFalpha + IL-lbeta 


30.6 


t A XT' 11 T T <^ 

LAK cells IL-2 


14.1 


Liver cirrhosis 


19.2 


LAK cells IL-2+IL-12 


7.1 


Lupus kidney 


1.5 


LAK cells IL-2+IFN 
gamma 


8.2 


NCI-H292 none 


0.5 


LAK cells IL-2-f IL-18 


6.3 


NCI-H292 IL-4 


0.8 
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LAK cells 
PMAyionomvcin 


100.0 


NC1-H292 IL-9 


0.2 


NK Cells IL-2 rest 


4.8 


NCI-H292 lL-13 


0.3 


Two Way MLR 3 day 


7.4 


NCI-H292 IFN gamma 


0.2 


1 wo way MLK J aay 


/.O 


rir Ar.C HOnC 


1 7 


Two Way MLR 7 day 


3.8 


LTD A r?/^ TXrC olnVio 4- TT 1 

rlrAJbL IJNr aipna + IL-I 
beta 


1.5 


PBML rest 


A 1 
U. 1 


Lung fibroblast none 


i.J, 


PBMC PWM 


10.9 


Lung fibroblast TNF alpha 
+ IL-1 beta 


2.7 


PBMC PHA-L 


9.2 


Lung fibroblast IL-4 


4.7 


Ramos (B cell) none 


U.J 


Lung iiDroDiast iL-y 


7 A 


Ramos (B cell) 
ionomycin 


0.2 


Lung fibroblast IL-1 3 


3.0 


B lymphocytes PWM 


3.8 


Lung fibroblast IFN 
gamma 


5.5 


B lymphocytes CD40L 
and lL-4 


2.6 


Dermal fibroblast 
LLUiU/u rest 


3.7 


EOL-l dbcAMP 


O.l 


Dermal fibroblast 
ULL/lu/u llNr aJpna 


15.1 


EOL-l dbcAMP 
PMA/ionomycin 


0.6 


Dermal fibroblast 
CLUiu/u iL-1 oeta 


2.5 


Dendritic cells none 


30.4 


Dermal iibroDiast irlN 
gamma 


0.1 


Uendntic cells Lr^^ 


14.2 


Dermal iibroblast lL-4 


U.l 


Dendritic cells anti- 
CD40 


15.1 


IBD Cohtis 2 


0.0 


Monocvtes rest 


5.8 


IBD Crohn's 


1.1 


Monocvtes LPS 


12.1 


Colon 


3.3 


Macronhapp^i rp^t 


0.3 




7.9 


Macrophages LPS 


12.9 


Thymus 


0.6 


HUVEC none 


0.1 


Kidney 


9.4 


HUVEC starved 


0.1 







CNS_neurodegeneration_vl.O Summary: Ag3499 This panel confirms the expression of 
this gene at moderaie levels in ihe brains of an independeni group of individuals. Kowever, no 
differendal expression of this gene was detected between Alzheimer's diseased postmortem 
brains and those of non-demented controls in this experiment. Please see Panel 1 .4 for a 
discussion of the potential utility of this gene in treatment of central nervous system disorders. 



Panel 4D Summary: Ag3499 Expression of the CG59625-01 gene is highest in 
PMA/ionomycin-treated lymphokine activated killer (LAK) cells (CT = 24.3). Since these 
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cells are involved in tumor immunology and tumor cell clearance, as well as virally and 
bacterial infected cells, therapeutic modulation of this gene product may alter the functions of 
these cells and lead to improvement in cancer cell killing as well as host immunity to 
microbial and viral infections. 

This gene is also expressed at high levels in stimulated keratinocytes, dendritic cells, 
monocytes and macrophages, suggesting that small molecule therapeutics designed against the 
CG59625-01 protein could reduce or inhibit inflammation in asthma, emphysema, allergy, 
psoriasis, arthritis, or any other condition in which localization/activation of these cell types is 
important. 

This gene is also expressed at moderate levels in a number of other cell types of 
significance in the immune response in health and disease. 



DA. CG59887-01 and CG59887-02: Amino Acid/Metabolite Permease 

Expression of gene CG59887-01 and full length clone CG59887-02 was assessed using 
the primer-probe set Ag4715, described in Table DAA. Please note that CG59887-02 
represents a full-length physical clone of the CG59887-02 gene, validating the prediction of 
the gene sequence. 



Table DAA . Probe Name Ag4715 



Primers 


Sequences 


Length 


Start Position 


SEQ ID 

NO: 


Forward 


5 ' -cgtgttgtggtggttgtttt-3 ' 


20 


1362 


719 


Probe 


TET-5 ' -actgcgcacgcgccttaacaatg-3 ' -TAMRA 


23 


1383 


720 


Reverse 


5 ' -ggctagtggtcgagcaattt-3 ' 


20 


1426 


721 



r:!AnArol c^roAnino naii»l v1 4 ^iimnnarv A a47 1 f FvnrPQ^inn of the (^059887-0 1 gcnC IS 

^-.a-^. — — — . J' - -O ■ 1 - - ^ 

low/undetectable in all samples on this panel (CTs>35). (Data not shown.) The amp plot 
indicates that there is a high probability of a probe failure. 



DB, CG598S7-01: RHOTEKIN 
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Expression of gene CG59857-01 was assessed using the primer-probe set Ag3622, 
described in Table DBA. Results of the RTQ-PCR runs are shown in Tables DBB, DEC and 
DBD. 



Table DBA . Probe Name Ag3622 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 ' -acatcctggaggacctgaatat - 3 ' 


22 


84 


722 


Probe 


TET-5 ' -ctctacattcggcagatggcactcag-3 ' - 

TAMRA 


26 


107 


723 


Reverse 


5 ' -ggatctcatggtctagcttcct-3 ' 


22 


155 


724 



Table DBB . CNS neurodegeneration vl.O 



Tissue Name 


Rel. Exp.(%) Ag3622, 
Run 211005293 


Tissue Name 


Rel. Exp.(%) Ag3622, 
Run 211005293 


AD 1 Hippo 


10.7 


Control (Path) 3 
Temporal Ctx 


3.9 


AD 2 Hippo 


42.9 


Control (Path) 4 
Temporal Ctx 


9.2 


AD 3 Hippo 


6.9 


AD 1 Occipital Ctx 


10.1 


AF) ^ Hinnn 


13.2 


AD 2 Occipital Ctx 
(Missing) 


0.0 


AD 5 Hippo 


40.6 


AD 3 Occipital Ctx 


7.1 


AD 6 Hippo 


38.4 


AD 4 Occipital Ctx 


23.3 


Control 2 Hippo 


29.9 


AD 5 Occipital Ctx 


28.5 


Control 4 Hippo 


13.6 


AD 6 Occipital Ctx 


O.l 


Control (Path) 3 
Hippo 


0.8 


Control 1 Occipital 
Ctx 


4.9 


AD 1 Temporal Ctx 


17.8 


Control 2 Occipital 
Ctx 


51.4 


AD 2 Temporal Ctx 


27.7 


Control 3 Occipital 
Ctx 


12.2 


AD 3 Temporal Ctx 


6.3 


Control 4 Occipital 
Ctx 




AD 4 Temporal Ctx 


19.5 


Control (Path) 1 
Occipital Ctx 


58.6 


AD 5 Inf Temporal 
Ctx 


100.0 


Control (Path) 2 
Occipital Ctx 


10.2 


AD 5 Sup Temporal 

Ctx 


47.3 


Control (Path) 3 
Occipital Ctx 


5.7 


AD 6 Inf Temporal 
Ctx 


49.0 


Control (Path) 4 
Occipital Ctx 


7.9 
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AD 6 Sup Temporal 
Ctx 


29.7 


Control 1 Parietal 
Ctx 


7.6 


Control 1 Temporal 
Ctx 


5.6 


Control 2 Parietal 
Ctx 


44.4 


Control 2 Temporal 
Ctx 


34.9 


Control 3 Parietal 
Ctx 


16.2 


Control 3 Temporal 
Ctx 


13.7 


Control (Path) 1 
Panetal Ctx 


32.1 


Control 3 Temporal 
Ctx 


8.2 


Control (Path) 2 
Parietal Ctx 


15.6 


Control (Path) 1 
Temporal Ctx 


18.8 


Control (Path) 3 

rdilCldl V- lA 


2.4 


Control (Path) 2 
Temporal Ctx 


16.0 


Control (Path) 4 
Parietal Ctx 


17.6 



Table DBC . General_screeningj)anel_vl.4 



Tissue Name 


Rel. Exp.(%) 
Ag3622, Run 
218211380 


Rel. Exp.(%) 
Ag3622, Run 
218307304 


Tissue Name 


Rel. Exp.(%) 
Ag3622, Run 
218211380 


Rel. Exp.(%) 
Ag3622, Run 
218307304 


Adipose 


0.7 


1.1 


Renal ca. TK-10 


4.7 


4.0 


Melanoma* 
Hs688(A).T 


4.6 


7.6 


Bladder 


10.2 


3.5 


Melanoma* 
Hs688(B).T 


7.2 


6.4 


Gastric ca. (liver 
met.) NCI-N87 


6.0 


9.0 


Melanoma* 
M14 


29.9 


37.9 


Gastric ca. 
KATO m 


7.8 


7.7 


Melanoma* 
LOXIMVI 


15.1 


17.2 


Colon ca. SW- 
948 


1.9 


1.3 


Melanoma* 
SK-MEL-5 


19.3 


22.7 


Colon ca. SW480 


11.0 


15.1 


Squamous cell 

carcinoma 

SCC-4 


0.4 


1.5 


Colon ca.* 
(SW480 met) 
SW620 


5.9 


10.4 


Testis Pool 


2.0 


1.7 


Colon ca. HT29 


5.4 


6.8 


Prostate ca.* 
(bone mei) 
PC-3 


'^ 

J.J 


A 


Colon ca. HCT- 
116 


c < 


/; 7 


Prostate Pool 


0.8 


2.3 


Colon ca. CaCo-2 


4.2 


3.2 


Placenta 


2.2 


3.0 


Colon cancer 
tissue 


2.3 


3.5 


Uterus Pool 


0.8 


0.7 


Colon ca. 
SW1116 


1.1 j 2.9 


Ovarian ca. 
OVCAR-3 


19.5 


18.7 


Colon ca. Colo- 
205 


1.0 1 0.3 
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Ovarian ca. 
SK-OV-3 


9.0 


8.0 


Colon ca. SW-48 


1.2 


1.2 


Ovarian ca. 
OVCAR-4 


LI 


2.2 


Colon Pool 


16.0 


5.8 


Ovarian ca. 
OVCAR-5 


6.4 


9.0 


Small Intestine 
Pool 


1.7 


3.3 


Ovanan ca. 
IGROV-1 


10.7 


10.7 


Stomach Pool 


2.7 


3.8 


Ovarian ca. 
OVCAR-8 


7.1 


20.3 


Bone Marrow 
Pool 


1.2 


1.8 


Ovary 


3.2 


4.3 


Fetal Heart 


5.1 


O.J 


Breast ca. 
MCF-7 


1.1 


1.4 


Heart Pool 


1.5 


3.0 


Breast ca. 

MDA-MB- 

231 


8.8 


10.9 


Lymph Node 
Pool 


4.9 


6.5 


Breast ca. BT 
549 


4.7 


8.4 


Fetal Skeletal 
Muscle 


69.7 


11.3 


Breast ca. 
T47D 


17.0 


15.2 


Skeletal Muscle 
Pool 


2.7 


1.5 


Breast ca. 
MDA-N 


23.8 


21.0 


Spleen Pool 


2.8 


1.8 


Breast Pool 


4.4 


5.0 


Thymus Pool 


2.8 


5.9 


Trachea 


3.8 


5.8 


CNS cancer 
(glio/astro) U87- 
MG 


17.7 


25.0 


Lung 


0.7 


0.8 


CNS cancer 
(glio/astro) U- 
118-MG 


46.0 


57.4 


Fetal Lung 


8.2 


9.3 


CNS cancer 
(neuro;met) SK- 
N-AS 


26.8 


35.6 


Lung ca. NCI- 
N417 


0.4 


0.5 


CNS cancer 
(astro) SF-539 


9.7 


9.8 


Lung ca. LX- 
1 


9.3 


10.7 


CNS cancer 
(astro) SNB-75 


22.5 


34.4 


Lung ca. NCI- 
H146 


8.4 


o. / 


CNS cancer 
(glio) SNB-19 


n n 


11 n 


Lung ca. 
SHP-77 


7.4 


6.4 


CNS cancer 
(gho) SF-295 


33.2 


37.1 


Lung ca. 
A549 


13.3 


23.3 


Brain 

(Amygdala) Pool 


86.5 


82.9 


Lung ca. NCI- 
H52o 


1.3 


1.4 


Brain 

^cereoeiium^ 


22.5 


30.8 


Lung ca. NCl- 
H23 


5.1 


6.0 


Brain (fetal) 


5.1 


6.5 
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Lung ca. NCI- 
H460 


5.2 


4.9 


Brain 

(Hippocampus) 
Pool 


45.4 


52.1 


Lung ca. 
HOP-62 


5.1 


7.4 


Cerebral Cortex 
Pool 


27.4 


40.3 


Lung ca. NCl- 
H522 


6.7 


9.8 


Brain (Substantia 
nigra) Pool 


46.7 


54.7 


Liver 


0.5 


0.9 


Brain (Thalamus) 
Pool 


51.4 


90.1 


Fetal Liver 


1.7 


1.5 


Brain (whole) 


23.6 




Liver ca. 
HepG2 


2.9 


4.5 


Spinal Cord Pool 


100.0 


100.0 


Kidney Pool 


5.3 


6.4 


Adrenal Gland 


1.5 


3.5 


Fetal Kidnev 


7.0 


11.7 


Pituitary gland 
Pool 


0.3 


2.5 


Renal ca. 786- 
0 


2.8 


3.0 


Salivary Gland 


1.4 


3.2 


Renal ca. 
A498 


4.9 


5.6 


Thyroid (female) 


2.8 


2.1 


Renal ca. 
ACHN 


4.2 


4.0 


Pancreatic ca. 


1.7 


0.6 


Renal ca. UO- 
31 


10.4 


7.7 


Pancreas Pool 


5.2 


6.2 



Table DBD. Panel 4. ID 



Tissue Name 


Rel. Exp.(%) 
Ag3622, Run 
169944131 


Tissue Name 


Rel. Exp.(%) 
Ag3622, Run 
169944131 


Secondary Thl act 


0.0 


HUVEC IL-lbeta 


14.7 


Secondary Th2 act 


2.9 


HUVEC EFN gamma 


25.2 


Secondary Trl act 


7.3 


HUVEC TNF alpha + IFN 

gamma 


2.5 


Secondary Thl rest 


0.0 


HUVEC TNF alpha + IL4 


5.8 


Secondary Th2 rest 


0,0 


HUVEC IL-1 1 


19.2 


Secondary Tri rest 




Lung Microvascular EC 
none 


AQ r> 

~r ^ .V/ 


Primary Thl act 


6.5 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


11.3 


Primary Th2 act 


0.0 


Microvascular Dermal EC 
none 


1.1 


Primary Trl act 


0.0 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


10.9 


Primary Thl rest 


0.0 


Bronchial epithelium 
TNFalpha + ILlbeta 


21.5 
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DriTYiarv XVi'? rPQt 

rnnicuy i iiz. icai. 


0.0 ' 
r 


Imall airway epithelium 
lone 


7.2 


rriTTidry 1 1 1 icm 


<; 

0.0 ; 


Jmall airway epithelium 
rNFalpha + IL-lbeta 


27.9 


CD45RA CD4 
lymphocyte act 


0.8 ( 


I^oronery artery SMC rest 


22.5 

— 


CD45RO CD4 
lymphocyte act 


3.5 1 


"oronery artery SMC 
FNFalpha + IL-lbeta 


31.4 


CDS lymphocyte act 


1.8 


ALStrocytes rest 


1 7 n 
1 /.u 


Secondary CDS 
lymphocyte rest 


1.6 ; 


Astrocytes TNFalpha + 
[L-lbeta 


25.3 


Secondary CDS 
lymphocyte act 


0.2 


KU-8 12 (Basophil) rest 


8.0 


y^UH lyinpiiucyic uuiit 


0.0 


KU-8 12 (Basophil) 
PMA/ionomycin 


3.4 


2ryThl/Th2/Trl_anti- 
CD95 CHU 


4.2 


CCD 1 106 (Kcratinocytes) 
none 


44.8 


LAK cells rest 


0.4 


CCD1106 (Keratmocytes) 

TMFalnha + TT -Ibeta 


61.6 


LAK cells IL-2 


6.0 


Liver cirrhosis 


0.0 


LAK cells IL-2+1L-12 


0.0 


NCI-H292 none 


J.J 


LAK cells IL-2+IFN 
gamma 


1.5 


NCI-H292 IL-4 


9.9 


LAK cells IL-2+IL- 18 


0.0 


NCI-H292 lL-9 


1 H.*T 


LAK cells 
PMA/ionomycin 


0.0 


NCI-H292 IL-13 


1.4 


NK Cells IL-2 rest 


13.9 


NCI-H292 IFN gamma 


11.4 


Two Way MLR 3 day | 3.6 


HPAEC none 




Two Way MLR 5 day 


3.8 


HPAEC TNF alpha + lL-1 

beta 


10,2 


Two Way MLR 7 day 


0.0 


Lung fibroblast none 




PBMC rest 


1.7 


Lung fibroblast iNr alpna 

-t- TT -1 hptfl 


25.0 


PBMC PWM 


3.6 


T ima fihmhla<;t TT.-4 


35.8 


PBMC PHA-L 


1.3 


Lung fibroblast IL-9 


100.0 


Kamos in ccuj nunc i 


T una fihmnlpQT 11,-1 1 

I*' — o " 


fiQ 7 


Ramos (B cell) 
ionomycin 


1.1 


Lung fibroblast IFN 

gamma 


58.2 


B lymphocytes PWM 


0.5 


Dermal fibroblast 
CCD 1070 rest 


39.2 


B lymphocytes CD40L 
and IL.4 


7.9 


Dermal fibroblast 
CCD 1070 TNF alpha 


5.7 


EOL-1 dbcAMP 


0.0 


Dermal fibroblast 
CCD10701L-1 beta 


17.4 


EOL-l dbcAMP 


0.0 


Dermal fibroblast IFN 


3L2 
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PMA/ionomycin 








Dendritic cells none 


9.9 


Dermal fibroblast IL-4 


44.8 


Dendritic cells LPS 


2.4 


Dermal Fibroblasts rest 




Dendritic cells anti- 


24.7 


Neutrophils TNFa+LPS 


0.0 


Monocytes rest 


0 0 


Npiitronhils rest 


0.0 


Monocyies Lro 




Colon 


10.3 


Macropnages rest 


8 8 
o . o 




13.6 


Macronhapes LPS 


3.4 


Thymus 


2.4 


HUVEC none 


11.1 


Kidney 


23.8 


HUVEC starved 


28.5 







CNS_neurodegeneration_vl.O Summary: Ag3622 This panel confirms the expression of 
the CG59857-01 gene at significant levels in the brains of an independent group of 
individuals. However, no differential expression of this gene was detected between 
Alzheimer's diseased postmortem brains and those of non-demented controls in this 
experiment. Please see Panel 1 .4 for a discussion of the potential utility of this gene in 
treatment of central nervous system disorders. 

GeneraLscreening_panel_vl.4 Summary: Ag3622 Two experiments with the same probe 
and primer set show highest expression of the CG59857-01 gene in spinal cord samples 
(CTs=26-28). In addition, high levels of expression of this gene are seen in brain derived 
tissue, including samples from amygdala, hippocampus, substantia nigra, thalamus, 
cerebellum, cerebral cortex, and CNS cancer cell lines. Therefore, expression of this gene 
could be used to distinguish between brain derived samples and other samples used in this 
panel. Furthermore, this gene may play a role in central nervous system disorders such as 
Alzheimer's disease, Parkinson's disease, epilepsy, multiple sclerosis, schizophrenia and 
depression. 

Significant expression is also detected in fetal skeletal muscle (CTs=27-31). 
interesiingiy, ihis gene is expressed at iiiuuii highei levels in fetal when compared to adult 
skeletal muscle (CTs=32-34). This observation suggests that expression of this gene can be 
used to distinguish fetal from aduh skeletal muscle. In addition, the relative overexpression of 
this gene in fetal skeletal muscle suggests that the protein product may enhance muscular 
growth or development in the fetus and thus may also act in a regenerative capacity in the 
adult. Therefore, therapeutic modulation of the protein encoded by this gene could be useful in 
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treatment of muscle related diseases. More specifically, treatment of weak or dystrophic 
muscle with the protein encoded by this gene could restore muscle mass or function. 



Among tissues with metabolic function, this gene is expressed at moderate to low 
levels in pituitary, adipose, adrenal gland, pancreas, thyroid, and adult and fetal skeletal 
muscle, heart, and liver. This widespread expression among these tissues suggests that this 
gene product may play a role in normal neuroendocrine and metabolic and that disregulated 
expression of this gene may contribute to neuroendocrine disorders or metabolic diseases, such 
as obesity and diabetes. 

Panel 4.1D Summary: Ag3622 Highest expression of the CG59857-01 gene is seen in IL- 
9/IL-13 treated lung fibroblasts (CT=31). In addition, significant expression is seen in clusters 
of treated and untreated lung and dermal fibroblasts, epithelium and endothelium. Therefore, 
modulation of the gene product with a functional therapeutic may lead to the alteration of 
functions associated with these cell types and lead to improvement of the symptoms of 
patients suffering from autoimmune and inflammatory diseases such as asthma, allergies, and 
psoriasis. 

DC. CG59855-01 and CG59855-02: ATP SYNTHASE SUBUNIT C 

Expression of gene CG59855-01 and full length clone CG59855-02 was assessed using 
the primer-probe set Ag3621, described in Table DC A. Results of the RTQ-PCR runs are 
shown in Tables DCB and DCC. Please note that CG59855-02 represents a fiill-length 
physical clone of the CG59855-02 gene, validating the prediction of the gene sequence. 

Table DC A . Probe Name Ag3621 



Primers 


Sequences 


Length 


Start 

Position 


SEQ ID 

NO: 


Forward 


5 ' -gggtctaatcaggcctgtgt-3 ' 


20 


73 


725 


Probe 


TET-5 ■ -tgccctccccttgaacagcccagaga-j • - 
TAMRA 


26 


— , 

94 


llt> 


Reverse 


5 ' -ctgctgtaggaaggctgtttag-3 ' 


22 


126 


111 



Table DCB . General_screening_panel_vl.4 



Tissue Name 


Rel. Exp.(%) Ag3621, 
Run 217702346 


Tissue Name 


Rel. Exp.(%) Ag3621, 
Run 217702346 


Adipose 


0.0 


Renal ca. IK- 10 


0.0 
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Melanoma* 
Hs688(A).T 


0.0 1 


Bladder 


7.5 


Melanoma* 
Hs688(B).T 


0.0 ' 


Gastric ca. (liver met.) 
NCI-N87 


0.0 


Melanoma* Ml 4 


0.0 


Gastric ca. KAIU ill 


u.u 


Melanoma* 
LOXIMVI 


0.0 


Colon ca. SW-948 


0.0 


Melanoma* SK- 
MEL-5 \ 


0.0 


Colon ca. SW480 


0.0 


Squamous cell 
carcinoma SCC-4 


0.0 


Colon ca.* (SW480 
met) SW620 


o;o 


Testis Pool 


35.1 


Colon ca. HT29 


u.u 


Prostate ca.* (bone 
met) PC-3 


0.0 


Colon ca. HOT- 11 6 


0.0 


Prostate Pool 






0.0 


Placenta 


2.9 


Colon cancer tissue 


0.0 


Uterus Pool 


5.9 


Colon ca. S>W1 1 lo 




Ovarian ca. 
OVCAR-3 


0.0 


Colon ca. Colo-205 


0.0 


Ovarian ca. SK-OV- 
3 


47.6 


Colon ca. SW-48 


0.0 


Ovarian ca. 
OVCAR-4 


0.0 


Colon Pool 


57.0 


Ovarian ca. 
OVCAR-5 


0.0 


Small Intestine Pool 


42.9 


Ovarian ca. IGROV- 
1 


0.0 


Stomach Pool 


7.5 


Ovarian ca, 
OVCAR-8 


0.0 


Bone Marrow Pool 


7.0 


Ovary 


12.9 


Fetal Heart 


0.0 


Breast ca. MCF-7 


0.0 


Heart Pool 


u.u 


Breast ca. MDA- 
MB-231 


0.0 


Lymph Node Pool 


8.1 


Breast ca. Bi 549 


u.u 


Fpt5il ^Vplptal Muscle 


13.2 


Breast ca. 1 4 / u 




Skeletal Muscle Pool 


0.0 


0.-o.'^<-+ r-'i A/fr\A -XT 


no 


5inleen Pool 


27.4 


Breast Pool 


49.0 


Thymus Pool 


9^ Q 


Trachea 


46.3 


CNS cancer (glio/astro) 

¥ TO "7 X >f 

U87-MO 


0.0 


T unff 


38.4 


CNS cancer (glio/astro) 
U-118-MG 


0.0 


Fetal Lung 


100.0 


CNS cancer 

('neuro met'k SK-N-AS 


0.0 


Lung ca. NCI-N417 


0.0 


CNS cancer (astro) SF- 
539 


0.0 
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T xinQ ca 


0.0 


CNS cancer (astro) 
SNB-75 


0.0 


I une ca NCI-H146 


0.0 


CNS cancer (glio) 
SNB-19 


0.0 


Lung ca. SHP-77 


0.0 


CNS cancer (glio) br- 


0.0 


Lung ca. A549 


u.u 


Rrain ( Amvpdala^ Pool 


0.0 


Lung ca. NCI-H526 


0.0 


Brain (cerebellum) 


0.0 


Lung ca. NCI-H23 


6.7 


Brain (tetal) 




Lungca. NCI-H460 


0.0 


Brain (Hippocampus) 
Pool 


0.0 


Lung ca. HOP-62 


0.0 


Cerebral Cortex Fool 


u.u 


Lungca. NCI-H522 


0.0 


Brain (Substantia nigra) 

Pnni 


0.0 


Liver 


u.u 


Rrain rThalamiis^ Pool 


0.0 


Fetal Liver 


u.u 




0.0 


Liver ca. HepG2 


u.u 


^ninnl Card Pool 


6.1 


XT' * J n ^ ^ 1 

Kidney Pool 


J /.o 




0.0 


Fetal Kidney 


1 n 7 
lU. / 


Pihntnrv pland Pool 


12.4 


Renal ca. 786-0 


U.U 


LjClllVCU. Y VJICUIVJ 


0.0 


Renal ca A498 


0.0 


Thyroid (female) 


0.0 


Renal ca. ACHN 


0.0 


Pancreatic ca. CAPAN2 


0.0 


Renal ca.UO-31 


0.0 


Pancreas Pool 


63.3 



Table DCC. Panel 4. ID 



Tissue Name 


Rel. Exp.(%) 
Ag3621,Run 
169944096 


Tissue Name 


Rel. Exp.(%) 
Ag3621,Run 
169944096 


Secondary Thl act 


1.0 


HUVEC IL-lbeta 


0.0 


Secondary Th2 act 


0.0 


HUVEC IFN gamma 


1.0 


Secondary Trl act 


16.5 


HUVEC TNF alpha + IFN 
gamma 


0.0 


Secondary Thl rest 


7.5 


HUVEC TNF alpha + IL4 


0.0 


^ 


2.6 


HUVEC IL-11 


7.8 


Secondary Trl rest 


0.0 


Lung Microvascular EC 
none 


1.0 


Primary Thl act 


0.0 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


6.7 


Primary Th2 act 


0.0 


Microvascular Dermal EC 
none 


0.0 


Primary Trl act 


0.0 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


0.0 


Primary Thl rest 


0.0 


Bronchial epithelium 


0.0 
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INralpna + iLioeia 




Primary Th2 rest 


1.5 


Small airway epithelium 
none 


0.0 


Primary Trl rest 


0.0 


Small airway epithelium 
INr alpha + iL-iDeia 


0.0 


CD45RA CD4 
lymphocyte act 


0.0 


Coronery artery SMC rest 


0.0 


CD45RO CD4 
lymphocyte act 


0.0 


Coronery artery SMC 
TNFalpha+IL-lbeta 


0.0 


CDS lymphocyte act 


0.0 


Astrocj^es rest 


1 1 

1 . 1 


Secondary CDS 
lymphocyte rest 


0.0 


Astrocytes TNFalpha + 
IL-lbeta 


0.9 


Secondary CDS 
lymphocyte act 


0.0 


KU-812 (Basophil) rest 


0,0 


CD4 lymphocyte none 


8.6 


KU-812 (Basophil) 
PMA/ionomycin 


0.0 


2ry Thl/Th2/Trl_anli- 
CD95CH11 


0.0 


CCD 1106 (Keratinocytes) 
none 


0.0 


LAK cells rest 


0.0 


CCD 1 1 06 (Keratinocytes) ^ ^ 
TNFalpha + IL-Ibeta j 


LAK cells lL-2 


0.0 


Liver cirrhosis j 0.0 


LAK cells IL-2+IL-12 


0.0 


NCI-H292 none j 4.5 


LAK cells 1L-2+IFN 

gamma 


0.0 


NC1-H292 IL-4 


0.0 


LAK cells IL-2+ IL-18 


0.0 


NC1-H292 IL-9 


1.5 


LAK cells 
riYlA/ionomycin 


2.3 


NCI-H292 IL-13 


0.0 


NK Cells lL-2 rest 


0.0 


NCI-H292 IFN gamma 


0.0 


Two Way MLR 3 day 


1.3 


HPAEC none 


2.9 


Two Way MLR 5 day 


0.0 


HPAECTNF alpha + IL-1 
beta 


2.3 


Two Way MLR 7 day 


0,9 


Lung fibroblast none 


5.1 


PBMC rest 


1.0 


Lung fibroblast TNF alpha 

+ IL-1 beta 


0.0 


rBML r WM 


0.0 


Lung fibroblast IL-4 


0.0 


PBMC PHA.-L 


0.0 iLunc fibroblast IL-9 


0.0 


Ramos (B cell) none 


0.0 


Lung fibroblast IL-13 


0.0 


Ramos (B cell) 
ionomycin 


0.0 


Lung fibroblast IFN 
gamma 


0.0 


B lymphocytes PWM 


0,0 


Dermal fibroblast 
CCD1070 rest 


9.0 


B lymphocytes CD40L 
and lL-4 


0.0 


Dermal fibroblast 
CCD1070 TNF alpha 


1.1 


EOL-1 dbcAMP 


0.0 


Dermal fibroblast 
CCD1070 IL-1 beta 


0.0 
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EOL-1 dbcAMP 

r ivi/A/ njiivjiiiydii 


0.0 


Dermal fibroblast IrN 


0.0 


Dendritic cells none 


2.0 


Dermal fibroblast IL-4 


2.8 


Dendntic cells LPS 


17.0 


Dermal Fibroblasts rest 


0.0 


Dendritic cells anti- 

CT)AC) 


2.7 


Neutrophils TNFa+LPS 


0.0 


\/i rinr*p\/tpc rpct 
iviuiiucy LCo I vol 


1 no 0 








6 1 

U. 1 




0 R 


IVldV^l VJUl ici^wo two I 






0 0 


Macronhaffe^ LPS 


0.0 


Thvmus 


0.0 


HUVEC none 


0.0 


Kidney 


9.3 


HUVEC starved 


0.0 







CNS_neurodegeneration vLO Summary: Ag3621 Expression of the CG59855-01 gene is 
low/undetectable in all samples on this panel (CTs>35). (Data not shown.) 



GeneraI_screening_panel_vL4 Summary: Ag3621 Expression of the CG59855-01 gene is 
restricted to samples fi-om fetal lung and adult pancrease(CTs=34.5-35). Thus, expression of 
this gene can be used to distinguish this sample from other samples in the panel. 

The CG59855-01 gene encodes a homologue of ATP synthase subunit c, mitochondrial 
precursor. Subunit c is an intrinsic membrane component of ATP synthase, and in mammals it 
is encoded by two expressed nuclear genes, PI and P2, Both genes encode the same mature c 
subunit, but the mitochondrial import pre-sequences in the precursors of subunit c are different 
(ref 1). Each ATP synthase complex has multiple copies of subunit C. The mitochondrial ATP 
synthase uses energy derived fi"om a proton gradient to synthesize ATP. The structure of this 
complex has been referred to as a ^lollipop,' as the soluble Fl catalytic unit is attached to the 
mitochondrial inner membrane via the FO unit containing subunit c. FO subunit C transports 
protons across the mitochondrial inner membrane to the Fl-ATPase (ref. 2). 

Subunit C of the Fo region of the ATP synthase complex of the inner mitochondrial 
membrane is found in high concentrations in lysosomes in late infantile neuronal ceroid 
lipofuscinosis (Batten's disease). Kominami et al. (1995, Ref 3) found marked delay of 
degradation of subunit C in patient fibroblasts with no significant differences between control 
and patient cells with regard to degradation of cytochrome oxidase subunit IV. Furthermore, 
accumulation of labeled subunit C in the mitochondrial fraction was detected before lysosomal 
appearance of the radiolabeled subunit, suggesting to the authors a specific failure in the 
degradation of subunit C after its normal inclusion in mitochondna and its consequent 
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accumulation in lysosomes. Jolly (1995, ref 4) reported that subunit C represents more than 
50% of the accumulated metabolites in the ovine form of the disease and also accumulates 
significantly in late infantile and juvenile forms of the human disease and several other animal 
forms. The author suggested that the extreme hydrophobicity and lipophilicity of subunit C 
may be in part responsible. 

References: 

1. Dyer MR, Walker JE. (1993) Sequences of members of the human gene family for 
the c subunit of mitochondrial ATP synthase. Biochem J 293 ( Pt l):51-64 

2. OMIM 603192 

3. Kominami E, Ezaki J, Wolfe LS. (1995) New insight into lysosomal protein storage 
disease: delayed catabolism of ATP synthase subunit c in Batten disease. Neurochem Res 
20(ll):1305-9 

4. Jolly RD. (1995) Batten disease (ceroid-lipofuscinosis): the enigma of subunit c of 
mitochondrial ATP synthase accumulation. Neurochem Res 20(1 1):1301-4 

Panel 4.1D Summary: Ag3621 Expression of the CG59855-01 gene is exclusively seen in 
resting monocytes (CT=32). Thus, expression of this gene can be used to distinguish this 
sample from other samples in the panel. In addition, expression of this gene in monocytes 
suggests a role for the gene product in their function as antigen-presenting cells. This suggests 
that antibodies or small molecule therapeutics that block the function of this protein may be 
useful as anti-inflammatory therapeutics for the treatment of autoimmune and inflammatory 
diseases and for the treatment of immunosupressed individuals. 

DD. CG59807-01: Nuclear Hormone Receptor/Zinc Finger 

Expression of gene CG59807-01 was assessed using the primer-probe set Ag35yi, 
described in Table DDA. Results of the RTQ-PCR runs are shown in Tables DDB and DDC. 

Table PDA. Probe Name Ag3591 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5' -cactgctccacttttgtcttg-3 ' 


21 


1195 


728 
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Probe 


TET-5 • -cataaaaggacccacacaggagaaaa-3 ' - 
TAMRA 


26 


1216 


729 


Reverse 


5 ' -cttttccacattctttgcattc-3 ' 


22 


1249 


730 



Table DDB . General_screening_panel_vl.4 



Tissue Name 


Rel. Exp.(%) Ag3591, 

Dun ^1 7zl70178 
tvUn Li IH ly L fo 


Tissue Name 


Rel. Exp.(%) Ag3591, 

Pun '>17d70'?7R 


Adipose 


13.9 


Renal ca. TK-10 


22.2 


Melanoma* 

Hs688(A).T 


18.6 


Bladder 


27.5 


Melanoma* 


17.6 


Gastric ca. (liver met.) 

MPT M87 


100.0 


Melanoma* Ml 4 


22.8 


Gastric ca. KATO III 


63.7 


Melanoma* 

LU AUVl V 1 


12.5 


Colon ca. SW.948 


4.9 


Meianoma oiv- 
MEL-5 


10.4 


Colon ca. SW480 


41.2 


Squamous cell 
carcinoma SCC-4 


27.9 


Colon ca.* (SW480 
met) SW620 


17.1 


Testis Pool 


14.9 


Colon ca. HT29 


19.3 


Prostate ca.* (bone 
met) PC-3 


51.4 


Colon ca. HCT-116 


52.9 


Prostate Pool 


ITT 


Colon ca. CaCo-2 




Placenta 


8.7 


Colon cancer tissue 


lA 


Uterus Pool 


5.0 


Colon ca. SW1116 


1 1.3 


Ovarian ca. 
OVCAR-3 


29,9 


Colon ca. Colo-205 


8.3 


Ovarian ca. SK-OV- 

3 


49.7 


Colon ca. SW-48 


3.2 


Ovarian ca. 

U VCAK-'i' 


9.1 


Colon Pool 


18.8 


Ovarian ca. 

UV\^Aiv-D 


14.6 


Small Intestine Pool 


19.2 


uvanan ca. ivjivli v - 

I 


26.2 


Stomach Pool 


15.1 


Ovarian ca. 
OVCAR-8 


14.4 


Bone Marrow Pool 


7.5 


Ovary 


12.7 


Fetal Heart 


24.5 


Breast ca. MCF-7 


9.5 


Heart Pool 


10.9 


Breast ca. MDA- 
MB-231 


42.0 


Lymph Node Pool 


33.9 


Breast ca. BT 549 


66.0 


Fetal Skeletal Muscle 


24.0 


Breast ca. T47D 


40.3 


Skeletal Muscle Pool 


19.9 
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Breast ca. MDA-N 


13.7 


Spleen Pool 


30.4 


Breast Pool 


ZD. J 


Thymus Pool 


in K 
3U.O 


Trachea 


14.5 


CNS cancer (glio/astro) 
Uo /-Mu 


19.2 


Lung 


14.6 


CNS cancer (glio/astro) 

U-1 lo-lVlu 


51.1 


Fetal Lung 


72.7 


CNS cancer 
(neuro,nietj oJv-lN-Ab 


49.0 


Lung ca. NCI-N417 


2.6 


CNS cancer (astro) SF- 


18.7 


Lung ca. LX-1 


21.2 


CNS cancer (astro) 


48.6 


Lung ca.NCI-H146 


24.5 


CNS cancer (glio) 


26.6 


Lung ca. SHP-77 


33.7 


LiNb cancer (giio) l^r- 
295 


80.1 


Lunff ca A549 


16.6 


Brain ( Amvetdala^ Pool 


10.6 


Lung ca. NCI-H526 


14.7 


Brain (cerebellum) 


65.5 


Lung ca. NUl-rizJ 




brain (letalj 


jU.U 


Lung ca. NCI-H460 


33.0 


Brain (Hippocampus) 
Pool 


15.3 


Lung ca. HUr-oz 


1 A /I 


Cerebral Cortex Pool 


lo.o 


Lung ca. NCI-H522 


30.6 


Brain (Substantia nigra) 
Pool 


19.9 


Liver 


2.0 


Brain fThalamus^ Pool 


26.6 


Fetal Liver 


21.6 


Brain (^whole^ 


25.9 


Liver ca HeDG2 


16.4 


Sninal Cord Pool 


16.3 


Kidnev Pool 


27 7 


Adrenal Ciland 


25 0 


Fetal KJdnev 


28.1 


Pitiiitarv pland Pool 


8 2 


Renal ca 786-0 


25,2 


Salivarv filand 


1 0 


Renal ca. A498 


12.9 


Thyroid (female) 


9.2 


Renal ca. ACHN 


23.5 


Pancreatic ca. CAPAN2 


12.5 


Renal ca.UO-31 


32.1 


Pancreas Pool 


16.8 



Table DDC. Panel 4. ID 



Tissue Name 


ReL Exp.(%) 
Ag3591, Run 
169908857 


Tissue Name 


Rel. Exp.(%) 
Ag3591, Run 
169908857 


Secondary Thl act 


38.4 


HUVECIL-lbeta 


24.7 


Secondary Th2 act 


37.4 


HUVEC IFN gamma 


23.5 


Secondary Trl act 


48.6 


HUVEC TNF alpha + IFN 
gamma 


17.3 


Secondary Thl rest 


22.7 


HUVEC TNF alpha + IL4 


20.6 
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Secondary Th2 rest 


1/1 O 


UT TA /C/^ TT 11 


1 O A 


Secondary Trl rest 


35.1 


Lung Microvascular EC 
none 


36.6 


Primary Thl act 


47.0 


Lung Microvascular EC 
TNFalpha+ IL-l beta 


39.5 


Primary Th2 act 


43.5 


Microvascular Dermal EC 
none 


22.1 


Primary Trl act 


50.3 


Microsvasular Dermal EC 
1 N r alpha + 1 L- 1 beta 


21.9 


Primary Thl rest 


43.5 


Bronchial epithelium 
TNFalpha+ ILlbeta 


35.4 


Primary Th2 rest 


40.6 


Small airway epithelium 
none 


14.0 


Primary Trl rest 


51.1 


Small airway epithelium 
TNFaipna + IL- 1 beta 


31.0 


CD45RA CD4 
lymphocyte act 


22.2 


Coronery artery SMC rest 


14.5 


CD45RO CD4 
lymphocyte act 


38.4 


Coronery artery SMC 
TNFalpha + IL-l beta 


12.0 


CD8 lymphocyte act 


39.8 


Astrocytes rest 


1 

z4. 1 


Secondary CDS 
lymphocyte rest 


22.5 


Astrocytes TNFalpha + 
IL-l beta 


20.0 


Secondary CDS 
lymphocyte act 


31.0 


KU-812 (Basophil) rest 


57.8 


CD4 lymphocyte none 


15.8 


KU-8 12 (Basophil) 
PMA/ionomycin 


98.6 


2ryThl/Th2/Trl_anti- 
CD95 CHll 


57.8 


CCD 11 06 (Keratinocytes) : 
none 


28.7 


LAK cells rest 


28.9 


CCDl 106 (Keratmocytes) 
TNFalr»ha + TT -Iheta 


24.1 


LAK cells IL.2 


44.4 


Liver cirrhosis 


8.6 


LAK cells IL-2+IL-12 


35.4 


NCI-H292 none 




LAK cells IL-2+IFN 
gamma 


44.8 


NCI-H292 IL-4 


80.7 


LAK cells IL-2+ IL-18 


52.5 




7Q n 


LAK cells 

r ivirv 1 o noni y c 1 n 


18.3 


NCI-H292IL-13 


100.0 


NK Cells IL-2 rest 


44.1 


NC1-H292 IFN gamma 


100.0 


Two Way MLR 3 day 


42.0 


HPAEC none 




Two Way MLR 5 day 


25.7 


HPAEC TNF alpha + IL-l 
beta 


32.8 


Two Way MLR 7 day 


20.4 


Lung fibroblast none 


ZO. J 


PBMC rest 


11.2 


T lino fiHrrkHljiQt 1 NIP alnhji 

I^Uil^ ill/1 UUIdoL 1 i^F diUllCl 

+ IL-1 beta 


13.9 


PBMC PWM 


21.3 


Lung fibroblast IL-4 


28.1 
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PBMC PHA-L 


24.7 


Lung fibroblast lL-9 


49.3 


Ramos (B cell) none 


61,1 


Lung fibroblast IL-13 


37.9 


Ramos (B cell) 
ionomycin 


66.9 


Lung fibroblast IFN 
gamma 


29 5 


B lymphocytes PWM 


24.1 


Dermal fibroblast 
CCD 1070 rest 


29 9 


B lymphocytes CD40L 
and IL-4 


56.6 


Dermal fibroblast 
CCD1070 TNF alpha 


4S 1 


EOL-1 dbcAMP 


69.7 


Dermal fibroblast 
CCD1070 IL-lbeta 


1 1 0 


EOL-1 dbcAMP 
PMA/ionomycin 


54.0 


Dermal fibroblast IFN 

gamma 


8 7 
o. / 


Dendritic cells none 


26.6 


Dermal fibroblast IL-4 


29.7 


Dendritic cells LPS 


10.2 


Dermal Fibroblasts rest 


12.2 


Dendritic cells anti- 
CD40 


23.2 


Neutropnils iNra+Lro 




Monocytes rest 


12.2 


Neutrophils rest 


3.3 


Monocytes LPS 


16.5 


Colon 


8.8 


Macrophages rest 


18.6 


Lung 


33.4 


Macrophages LPS 


8.1 


Thymus 


82.9 


HUVEC none 


17.4 


Kidney 


23.8 


HUVEC starved 


27.2 







General_screeningj>and_vl.4 Summary: Ag3591 Highest expression of the CG59807-01 
gene is detected in the gastric cancer cell line(CT=28). In addition, high expression of this 
gene is seen in samples derived from CNS cancer, colon cancer, breast cancer, ovarian cancer, 
prostate cancer cell lines (CTs=28-31). Therefore, therapeutic modulation of the activity of 
this gene or its protein product, through the use of small molecule drugs, protein therapeutics 
or antibodies, might be beneficial in the treatment of these cancers. 

In addition, expression of this gene is higher in fetal liver (CT=31) as compared to the 
corresponding adult tissues (CTs=34). Thus, expression of this gene can be used to distinguish 
between the fetal and adults source of this tissue. 

Among tissues with metabolic or endocrine function, this gene is expressed at high to 
moderate levels in pancreas, adipose, adrenal gland, thyroid, pituitary gland, skeletal muscle, 
heart, liver and the gastrointestinal tract. Therefore, therapeutic modulation of the activity of 
this gene may prove useftil in the treatment of endocrine/metabolically related diseases, such 
as obesity and diabetes. 
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This gene is also expressed at high levels in all regions of the central nervous system 
examined, including amygdala, hippocampus, substantia nigra, thalamus, cerebellum, cerebral 
cortex, and spinal cord. Therefore, this gene may play a role in central nervous system 
disorders such as Alzheimer's disease, Parkinson's disease, epilepsy, multiple sclerosis, 
schizophrenia and depression. 

Panel 4.1D Summary: Ag3591 Highest expression of the CG59807-01 gene is detected in 
treated mucoepidermoid NCI-H292 cells. In addition, this gene is expressed at high to 
moderate levels in a wide range of cell types of significance in the immune response in health 
and disease. These cells include members of the T-cell, B-cell, endothelial cell, 
macrophage/monocyte, and peripheral blood mononuclear cell family, as v^ell as epithelial and 
fibroblast cell types from lung and skin, and normal tissues represented by colon, lung, thymus 
and kidney. This ubiquitous pattern of expression suggests that this gene product may be 
involved in homeostatic processes for these and other cell types and tissues. This pattern is in 
agreement with the expression profile in General_screeningj3anel_vl .5 and also suggests a 
role for the gene product in cell survival and proliferation. Therefore, modulation of the gene 
product with a functional therapeutic may lead to the alteration of functions associated with 
these cell types and lead to improvement of the symptoms of patients suffering firom 
autoimmune and inflammatory diseases such as asthma, allergies, inflammatory bowel 
disease, lupus erythematosus, psoriasis, rheumatoid arthritis, and osteoarthritis. 

DE. CG59805-01: Nuclear Hormone Receptor/Zinc Finger 

Expression of gene CG59805-01 was assessed using the primer-probe set Ag3590, 
described in Table DEA. Results of the RTQ-PCR runs are shown in Tables DEB, DEC and 
DED. 



Table DEA . Probe Name Ag3590 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 

NO: 


Forward 


5 ' -atgagtgcagtgaatgtggaa-3 ' 


21 


1620 


731 


Probe 


TET-5 ' -cttcagtcgcagctcgtccctcact-3 ' - 
TAMRA 


25 


1645 


732 


Reverse 


5 ' -atttctcccagtatgcatcctt-3 ' 


22 


1678 


733 



Table DEB . asfS_neurodegeneration_vl.O 
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Tissue Name 


Rel. Exp.(%) Ag3590, 
Run 211006692 


Tissue Name 


Rel. Exp.(%) Ag3590, 
Run 211006692 


AD 1 Hippo 


16.7 


Control (Path) 3 

Temporal Ctx 


5.8 


AD 2 Hippo 


22.1 


Control (Path) 4 
Temporal Ctx 


42.6 


AD 3 Hippo 


8.2 


AD 1 Occipital Ctx 


17.7 


AD 4 Hippo 


7.9 


AD 2 Occipital Ctx 


0,0 


/vU J XlippO 








j\u D mppo 


R7 7 






Control 2 Hippo 


25.7 


AD 5 Occipital Ctx 


32.5 


Control 4 Hippo 


17.0 


AD 6 Occipital Ctx 


31.2 


Control (Path) 3 
Hippo 


7-4 


Control I Occipital 
Ctx 


5.2 


AD 1 Temporal Ctx 

* 


25.2 


Control 2 Occipital 
Ctx 


39.2 


AD 2 Temporal Ctx 


34.2 


Control 3 Occipital 
Ctx 


20.0 


AD 3 Temporal Ctx 


10.1 


Control 4 Occipital 
Ctx 


8.1 


AD 4 Temporal Ctx 


28.3 


Control (Path) 1 
Occipital Ctx 


80.7 


AD 5 Inf Temporal 

Ctx 


71.7 


Control (Path) 2 
Occipital Ctx 


11.1 


AD 5 Sup Temporal 
Ctx 


35.4 


Control ( Path) 3 
Occipital Ctx 


6.1 


AD 6 Inf Temporal 
Ctx 


98.6 


Control (Path) 4 
Occipital Ctx 


17.9 


AD 6 Sup Temporal 

Ctx 


100.0 


Control 1 Parietal 
Ctx 


8.8 


Control 1 Temporal 
Ctx 


8.2 


Control 2 Parietal 
Ctx 


39.0 


Control 2 Temporal 
Ctx 


29.1 


Control 3 Parietal 
Ctx 


18.3 


Control 3 Temporal 
Ctx 


17.3 


Control (Path) 1 
Parietal Ctx 


55.5 


Control 3 Temporal 
Ctx 


10.2 


Control (Path) 2 
Parietal Ctx 


26.8 


Control (Path) 1 
Temporal Ctx 


50.7 


Control (Path) 3 
ranetai utx 


7.4 


Control (Path) 2 
Temporal Ctx 


34.6 


Control (Path) 4 
Parietal Ctx 


46.0 



Table DEC . General_screening_panel_vl.4 
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Tissue Name 


Rel. Exp.(%) Ag3590, 
Run 


Tissue Name 


Run 217474417 


Adipose 


12.8 


n . „ 1 TV in 

[lenal ca. IK-IU 




Melanoma* 
Hs688(A).T 


33.7 


Bladder 


28.5 


Melanoma* 
Hs688(B).T 


25.3 


Gastric ca. (liver met.) 
NCI-N87 


82.4 


Melanoma* M 14 


16.3 


Gastric ca. KA 1 (J ill 




Melanoma* 
LOXIMVI 


19.6 


Colon ca. SW-948 


5.8 


Melanoma* SK- 

MEL-5 


16.5 


Colon ca. SW480 


28.1 


Squamous cell 
carcinoma SCC-4 


29.5 


Colon ca.* (SW480 
met) SW620 


10.7 


Testis Pool 


16.0 


Colon ca. Hi 29 




Prostate ca.* (bone 
met) PC-3 


57.4 


Colon ca. HCT-116 


26.2 


Prostate Pool j 14.6 


Cnlon ca raro-2 


28.5 


Placenta j 7.7 


Colon cancer tissue 


13.0 


Uterus Pool j 6.0 


1 ^ C"\171 1 1 

Colon ca. SWl 116 


A ft 


Ovarian ca. 
OVCAR-3 


18.9 


Colon ca. Colo-205 


3.4 


Ovarian ca. SK-OV- 

3 


38.2 


Colon ca. SW-48 


2.3 


Ovarian ca. 
OVCAR-4 


15.4 


Colon Pool 


27.0 


Ovarian ca. 
OVCAR-5 


17.4 


Small Intestine Pool 


24.1 


Ovarian ca. IGROV- 
1 


12.2 


Stomach Pool 


14.3 


Ovarian ca. 
OVCAR-8 


12.5 


Bone Marrow Pool 


11.7 


Ovary 


14.2 


Fetal Heart 


21.8 


Breast ca. MCF-7 


29.1 


Heart rooi 


1ft 7 


Breast ca. MDA- 
MB-231 


28.3 


Lymph Node Pool 


29.5 


Breast ca. BT 549 


100.0 


Fptfll Skeletal Muscle 


10.7 


Breast ca. T47D 


34.4 


^l<ri»lf*fal \4iisrlp Pool 


14.7 


Breast ca. MDA-N 


12.5 


Spleen Pool 


26.2 


Breast Pool 


40.6 


Thymus Pool 


ZO.o 


Trachea 


16.3 


CNS cancer (glio/astro) 


32.3 


Lung 


4.6 


CNS cancer (glio/astro) 
U-118-MG 


57.0 
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Fetal Lung 


66.4 ] 


CNS cancer 
^neuro,mct; c>is.-in-/\c> 


33.2 


Lung ca. NCI-N417 


2.0 


CNS cancer (astro) SF- 
539 


14.4 


Lung ca. LX-1 


ICNS cancer (astro) 
SNB-75 


46.7 


Lung ca. NCI-H146 


CNS cancer (glio) 
|SNB-19 


14.9 


Lung ca. SHP-77 




1 

24.5 


CNS cancer (glio) SF- 
295 


82.9 


Lung Ca. J\j^y 


17.2 1 


Brain (Amygdala) Pool 


7.2 


Lung ca. NCI-H526 


5.4 1 


Brain (cerebellum) 


13.2 


Lung ca. NCI-H23 




26.4 1 


Brain (fetal) 


ZQ.o 


Lungca. NCI-H460 




22.5 1 


Brain (Hippocampus) 
Pool 


10.3 


Lung ca. HOP-62 


10.6 ICerebral Cortex Pool 


14 6 


Lung ca. NCI-H522 




18.9 1 


Brain (Substantia nigra) 
Pool 


13.9 


_ ^ — , 

Liver 




1.6 1 


Brain (Thalamus) Pool 


18.2 


rcial LviVer 




26.1 1 


Brain (whole) 


16.5 


Liver ca. riepoz 




19.8 


Spinal Cord Pool 


9.1 


jvianey r ooi 




43.5 1 


Adrenal Gland 


30.8 


reiai Jsjaney 




26.2 j 


Pituitary gland Pool 


7.3 


Kenai ca. / oo-w 




26.1 J 


Salivary Gland 


1.1 


Kenm ca. /\Hyo 




19.8 1 


Thyroid (female) 


6.5 


Renal ca. ACHN 


14.6 


Pancreatic ca. CAPAN2 


13.3 


Renal ca. UO-31 


27.0 


Pancreas Pool 


25.2 


Table DED. Panel 4. ID 


Tissue Name 


Rel. Exp.(%) 
Ag3590, Run 
169908854 


Tissue Name 


Rel. Exp.(%) 
Ag3590, Run 
169908854 


Secondary Thl act 


33.9 


HUVEC IL-lbeta 


31.0 


Secondary Th2 act 




42.6 


HUVEC IFN gamma 


30.6 


Secondary Trl act 




52.1 


HUVEC TNF alpha + IFN 
gamma 


18.9 


Secondary Thl rest 


20.3 


HUVEC TNF alpha + IL4 


18.2 


Secondary Th2 rest 


28.1 


HUVEC IL-11 


17.4 


Secondary Trl rest 


26.6 


Lung Microvascular EC 
none 


39.5 


Primary Thl act 


44.1 


Lung Microvascular EC 
TNFalpha+ IL-lbeta 


54.0 


Primary Th2 act 


38.7 


Microvascular Dermal EC 


25.9 
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none 




Primary Trl act 


45.7 


Microsvasular Dermal EC 

TNFaipha + IL-lbeta 


36.6 


Primary Thl rest 


23.3 


Bronchial epithelium 
TNFaipha ILlbeta 


51.1 


Primary Th2 rest 


27.7 


Small airway epithelium 
none 


22.1 


Primary Trl rest 


30.4 


Small airway epithelium 
TNFaipha + IL-lbeta 


33.0 


CD45RA CD4 
lymphocyte act 


24.8 


Coronery artery SMC rest 


38.4 


CD45RO CD4 
lymphocyte act 


42.9 


Coronery artery SMC 
TNFaipha + IL-lbeta 


29.1 


CDS lymphocyte act 


39.2 


Astrocytes rest 




Secondary CDS 
lymphocyte rest 


32.8 


Astrocytes TNFaipha + 
IL-lbeta 


26.2 


Secondary CDS 
lymphocyte act 


19.5 


KU-812 (Basophil) rest 


56.6 


CD4 lymphocyte none 


37.4 


KU-8 12 (Basophil) 
PMAyionomycin 


100.0 


2ryThl/Th2/Trl_anti- 
CD95 CHll 


39.8 


CCDl 106 (Keratinocytes) 
none 


29.3 


LAK cells rest 


43.8 


CCDl 106 (Keratmocytes) 
TMFalnha + IL- 1 beta 


34.9 


LAK cells IL-2 


38.2 


Liver cirrhosis 


12.9 


LAK cells IL-2+IL- 12 


39.5 


NCI-H292 none 


LI, I 


LAK cells IL-2+IFN 
gamma 


50.3 


NCI-H292 IL-4 


38.7 


LAK cells IL-2+ IL-18 


51.1 


NCI-H292 IL-9 


41 .z 


LAK cells 
PMA/ionomycm 


50.0 


NCI-H292 IL-13 


36.1 


NK Cells IL-2 rest 


41.5 


NCI-H292 IFN gamma 


56.3 


Two Way MLR 3 day 


50.7 


HPAEC none 


1 O 'J 


Two Way MLR 5 day 


28.5 


HPAEC J NF alpha + IL- 1 

beta 


50.3 


Two Way MLR 7 day 


19.5 


Lung fibroblast none 


D 1 sy 


PBMC rest 


33.2 


Lung iibrobiast INr alpha 
+ TT -1 beta 


24.0 


rDMC r WM 




T nno fiHrnhlil^t TT 


49.3 


PBMC PHA-L 


16.3 


Lung fibroblast IL-9 


56.6 


Ramos (B cell) none 


42.3 


Lung fibroblast IL-13 


43. J 


Ramos (B cell) 
ionomycin 


33.4 


Lung fibroblast IFN 


42.9 


B lymphocytes PWM 


24.3 


Dermal fibroblast 
CCDl 070 rest 


38.7 
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B lymphocytes CD40L 
and IL-4 


36.9 


Dermal fibroblast 
CCD 1 070 TNF alpha 


43.8 


EOL-l dbcAMP 


40.3 


Dermal fibroblast 
CCD 1070 IL-1 beta 


22.8 


EOL-1 dbcAMP 
X ivi/vionornycin 


37.9 


Dermal fibroblast IFN 


12.3 


Dendritic cells none 


33.7 


Dermal fibroblast IL-4 


55.1 


Dendntic cells LPS 


18.9 


1 1->*1_ 1_ 1 A. A. 

Dermal Fibroblasts rest 


23.2 


Dendritic cells anti- 


26.8 


Neutrophils TNFa+LPS 


L4 


iviunocyicb icbi 


J J. / 


if rrkr\Kilc r^ct 
iNCULrupililb ICdI 


1 U.J 


iViUllUL'yLCa L(i O 


J 1 .H 




o. o 


IVidL'rupuagCb ICoL 


1 y.o 


T lino 


41 ? 


KTarronhape^ T PS 


6.6 


Thvmus 


82.9 


HUVEC none 


16.0 


Kidney 


30.8 


HUVEC starved 


20.0 







CNS_neuroclegeneratioD_vl.O Summary: Ag3590 This panel confirms the expression of 
the CG59805-01 gene at low levels in the brain in an independent group of individuals. 
However, no differential expression of this gene was detected between Alzheimer's diseased 
postmortem brains and those of non-demented controls in this experiment. Please see Panel 
L4 for a discussion of the potential utility of this gene in treatment of central nervous system 
disorders. 

General_screening_panel_vl.4 Summary: Ag3590 Highest expression of the CG59805-01 
gene is detected in one of the breast cancer cell line BT 549 (CT=26). In addition, expression 
of this gene is high in CNS cancer, gastric cancer, and prostate cancer cell lines. Therefore, 
expression of this gene can be used to distinguish these samples from other samples in this 
panel and it can be used as marker for detection of these cancers. Furthermore, therapeutic 
modulation of the activity of the protein encoded by this gene may be beneficial in the 
treatment of these cancers. 

Among tissues with metabolic or endocrine function, this gene is expressed at high to 
moderate levels in pancreas, adipose, adrenal gland, thyroid, pituitary gland, skeletal muscle, 
heart, liver and the gastrointestinal tract. Therefore, therapeutic modulation of the activity of 
this gene may prove useful in the treatment of endocrine/metabolically related diseases, such 
as obesity and diabetes. 
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In addtion, this gene is expressed at high levels in all regions of the central nervous 
system examined, including amygdala, hippocampus, substantia nigra, thalamus, cerebellum, 
cerebral cortex, and spinal cord. Therefore, this gene may play a role in central nervous system 
disorders such as Alzheimer's disease, Parkinson's disease, epilepsy, multiple sclerosis, 
schizophrenia and depression. 

Panel 4.1D Summary: Ag3590 Highest expression of the CG59805-01 gene is detected in 
PMA/ionomycin treated Ku-8 12 (basophil) cells (CT=29). In addition, this gene is expressed 
at high to moderate levels in a wide range of cell types of significance in the immune response 
in health and disease. These cells include members of the T-cell, B-cell, endothelial cell, 
macrophage/monocyte, and peripheral blood mononuclear cell family, as well as epithelial and 
fibroblast cell types from lung and skin, and normal tissues represented by colon, lung, thymus 
and kidney. This ubiquitous pattern of expression suggests that this gene product may be 
involved in homeostatic processes for these and other cell types and tissues. This pattern is in 
agreement with the expression profile in General_screeningj)anel_vl.4 and also suggests a 
role for the gene product in cell survival and proliferation. Therefore, modulation of the gene 
product with a functional therapeutic may lead to the alteration of functions associated with 
these cell types and lead to improvement of the symptoms of patients suffering from 
autoimmune and inflammatory diseases such as asthma, allergies, inflammatory bowel 
disease, lupus erythematosus, psoriasis, rheumatoid arthritis, and osteoarthritis. 

DF. CG59928-01: Novel Universal Stress (USP) Domain Containg Protein 

Expression of gene CG59928-01 was assessed using the primer-probe set Ag3636, 
described in Table DFA. Please note that this sequence is represented by a full length clone. 



Table DFA . Probe Name Ag3636 



Primers 


Sequences 


Length 




Start 


SEQ ID 
NO: 


Forward 


5 ' -gaagccttcgacaagctgat-3 • 


20 


1268 


734 


Probe 


TET-5 ' -atcgatagagcacaggcccacctgtt- 
3 • -TAMRA 


26 


1301 


735 


Reverse 


5 ' -gatgacttcctcggcaaaac-3 ' 


20 


1332 


736 



CNS_neurodegeneration_vl.O Summary: Ag3636 Expression of the CG59928-01 gene is 
low/undetectable in all samples on this panel (CTs>35). (Data not shown.) The amp plot 
indicates that there is a high probability of a probe failure. 
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General_screening_paneLvl.4 Summary: Ag3636 Expression of the CG59928-01 gene is 
low/undetectable in all samples on this panel (CTs>35), (Data not shown.) The amp plot 
indicates that there is a high probability of a probe failure. 

Panel 4.1D Summary: Ag3636 Expression of the CG59928-01 gene is low/undetectable in 
all samples on this panel (CTs>35). (Data not shown.) The amp plot indicates that there is a 
high probability of a probe failure. 

DG- CG59947-01: VOLTAGE-GATED POTASSIUM CHANNEL PROTEIN 
KV3.3 

Expression of gene CG59947-01 was assessed using the primer-probe set Ag3635, 
described in Table DGA. Resuhs of the RTQ-PCR runs are shown in Tables DGB, DGC, 
DGD and DGE. 



Table DGA . Probe Name Ag3635 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 ' -tacttcaagaacatccccattg-3 ' 


22 


1326 


737 


Probe 


TET-5' -ctgtggtcaccatgacgaccctg-3 ' - 
TAMRA 


23 


1360 


738 


Reverse 


5 ' -tcttggggtacatgtctccata-3 ' 


22 


1386 


739 



Table DGB . CNS_neurodegeneration_vl.O 



Tissue Name 


Rel. Exp.(%) Ag3635, 
Run 211020704 


Tissue Name 


Rel. Exp.(%) Ag3635, 
Run 211020704 


AD 1 Hippo 


8.7 


Control (Path) 3 
Temporal Ctx 


2.8 


AD 2 Hippo 


14.3 


Control (Path) 4 
Temporal Ctx 


23.8 


AD 3 Hippo 


5.1 


AD 1 Occipital Ctx 


0.9 


AD 4 Hippo 


4.8 


(Missing) 


0.0 


AD 5 hippo 


100.0 


AD 3 Occipital Ctx 


4.2 


AD 6 Hippo 


23.7 


AD 4 Occipital Ctx 


13.0 


Control 2 Hippo 


22.4 


AD 5 Occipital Ctx 


18.4 


Control 4 Hippo 


4.9 


AD 6 Occipital Ctx 


47.3 


Control (Path) 3 
Hippo 


2.7 


Control 1 Occipital 

Ctx 


2.0 


AD 1 Temporal Ctx 


. 6.8 


Control 2 Occipital 


99.3 
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Ctx 




AD 2 Temporal Ctx 


18.3 


Control 3 Occipital 
Ctx 


11.3 


AD 3 Temporal Ctx 


4.6 


Control 4 Occipital 
Ctx 


2.6 


AD 4 Temporal Ctx 


11.5 


Control (Path) 1 
Occipital Ctx 


80.7 


AD 5 Inf Temporal 
Ctx 


68.8 


Control (Path) 2 

Occipital Ctx 


10.4 


AD 5 SupTemporal 
Ctx 


23.5 


Control (Path) 3 
Occipital Ctx 


2.5 


AD 6 Inf Temporal 
Ctx 


21.6 


Control (Path) 4 
Occipital Ctx 


18.4 


AD 6 Sup Temporal 
Ctx 


31.0 


Control 1 Parietal 
Ctx 


3.9 


Control 1 Temporal 
Ctx 


3.8 


Control 2 Parietal 

Ctx 


20.2 


Control 2 Temporal 
Ctx 


30.8 


Control 3 Parietal 
Ctx 


20.3 


Control 3 Temporal 

Ctx 


8.3 


Control (Path) 1 
Parietal Ctx 


66.4 


Control 4 Temporal 

Ctx 


4.9 


Control (Path) 2 
Parietal Ctx 


21.2 


Control (Path) 1 
Temporal Ctx 


46.7 


Control (Path) 3 
Parietal Ctx 


1.8 


Control (Path) 2 
Temporal Ctx 


16.8 


Control (Path ) 4 
Parietal Ctx 


51.4 



Table DGC. Panel 2.2 



Tissue Name 


Rel. Exp.(%) 
Ag3635, Run 
173764364 


Tissue Name 


Rel. Exp.(%) 
Ag3635, Run 
173764364 


Normal Colon 


5.4 


Kidney Margin 
(OD04348) 


100.0 


Colon cancer 

^ " , . '. 


5.0 


Kidney malignant 
cancer (OD0620'1B) 


5.0 


Colon Margin 
(OD06064) 


3.0 


Kidney normal adjacent 
tissue (OD06204E) 


19.2 


Colon cancer 
(OD06159) 


1.0 


Kidney Cancer 
(OD04450-01) 


5.7 


Colon Margin 
(OD06159) 


2.8 


Kidney Margin 
(OD04450-03) 


23.3 


Colon cancer 
(OD06297-04) 


2.0 


Kidney Cancer 8120613 


1.2 
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Colon Margin 
(OD06297-05) 


5.0 


Kidney Margin 
8120614 


23.5 


CC Gr.2 ascend colon 
(OD03921) 


4.4 


Kjdney Cancer 9010320 


3.6 


CC Margin (OD03921) 


0.7 


Kidney Margin 
9010321 


12.9 


Colon cancer metastasis 
(OD06104) 


1.8 


Kidney Cancer 8120607 


13.3 


Lung Margin 
(OD06104) 


0.6 


Kidney Margin 
8120608 


16.3 


Colon mets to lung 
(OD04451-01) 


1.6 


Normal Uterus 


6.3 


Lung Margin 
{OD04451-02) 


6.1 


Uterine Cancer 064011 


20.3 


Normal Prostate 


8.2 


Normal Thyroid 


6.7 


Prostate Cancer 
(OD04410) 


2.2 


Thyroid Cancer 064010 


4.8 


Prostate Margin 
(OD04410) 


3.4 


Thyroid Cancer 
A302152 


33.7 


Normal Ovary 


5.4 


Thyroid Margin 
A302153 


7.0 


Ovarian cancer 
(OD06283-03) 


9.9 


Normal Breast 


23.7 


Ovarian Margin 
(OD06283-07) 


5.6 


Breast Cancer 
(OD04566) 


3.2 


Ovarian Cancer 064008 


8.0 


Breast Cancer 1024 


63.3 


Ovarian cancer 
(OD06145) 


13.1 


Breast Cancer 
(OD045 90-01) 


8.7 


Ovarian Margin 
(OD06145) 


15.7 


Breast Cancer Mets 
(OD04590-03) 


4.0 


Ovarian cancer 
(OD06455-03) 


24.7 


Breast Cancer 
Metastasis (OD04655- 
05) 


78.5 


Ovarian Margin 
(OD06455-07) 


3.5 


Breast Cancer 064006 


16.3 


Normal Lung 


8.2 


Breast Cancer 9100266 


5.2 


XJl * UOt V V VtlXl. tuii^ 

adeno (ODO4945-01 


5.4 


Breast Margin 9100265 


5.4 


Lung Margin 
(ODO4945-03) 


7.7 


Breast Cancer A209073 


2.2 


Lung Malignant Cancer 
(OD03126) 


3.7 


Breast Margin 
A2090734 


20.3 


Lung Margin 
(OD03126) 


3.1 


Breast cancer 
(OD06083) 


9.1 


Lung Cancer 


8,8 


Breast cancer node 


7.6 
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metastasis (UUUoUoi) 




Lung Margin 
(OD05014B) 


12.6 


Normal Liver 


7.4 


Lung cancer (wijuouoi ) 


1 l.U 


Liver Cancer 1026 


4.5 


Lung Margin 

(VjUUoUo 1 ) 


6.7 


Liver Cancer 1025 


9.7 


Lung Cancer 

yKJLJyjHZj /-yJl) 


1.0 


Liver Cancer 6004-T 


7.4 


Lung Margin 


10.4 


Liver Tissue 6004-N 


7.4 


Ocular Melanoma 
Metastasis 


5.1 


Liver Cancer 6005-T 


5.2 


Ocular Melanoma 
Margin (Liver) 


6.1 


Liver Tissue 6005-N 


8.8 


Melanoma Meiasias IS 


1 A 
1 .0 


Liver Lancer Uo4UUJ 


C A 

5.9 


lYieionoma iviargm 
(Lung) 


5.1 


Normal Bladder 


6.1 


iNOiiiidi ivianey 


111 


rSiadaer Lancer lUzJ 


4.0 


Kidney Ca, Nuclear 
graae z (vJiJU4jioj 


51.8 


Bladder Cancer 
A302173 


7.9 


Kidney Margin 


4.7 


Normal Stomach 


8.6 


Kidney Ca Nuclear 
graae i/z yyjiJKj^j^y) 


24.5 


Gastric Cancer 9060397 


1.2 


Kidney Margin 


21.5 


Stomach Margin 
yuoujyo 


4.3 


Kidney Ca, Clear cell 
type (UJJU4j4Uj 


2.3 


Gastric Cancer 9060395 


1.9 


Kidney Margin 


14.8 


Stomach Margin 


6.8 


Kidney Ca, Nuclear 
grade 3 (OD04348) 


l.l 


Gastric Cancer 064005 


3.1 



Table DGD. Panel 4. ID 



1 issue Name 


Rel. Exp.(%) 
Ag3635, Run 
169960385 


Tissue Name 


Rel. Exp.(%) 
Ag3635, Run 
169960385 


Secondary Thl act 


26.1 


HUVEC IL-lbeta 


12.5 


Secondary Th2 act 


19.1 


HUVEC IFN gamma 


34.6 


Secondary Trl act 


12.7 


HUVEC TNF alpha +IFN 
gamma 


3.2 


Secondary Thl rest 


20 


HUVEC TNF alpha + IL4 


5.3 


Secondary Th2 rest 


8.2 


HUVEC IL-11 


29.3 


Secondary Trl rest 


4.8 


Lung Microvascular EC 


12.7 
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jnone 




Primary Thl act 


16.0 


Lung Microvascular EC 
lTNFalpha + IL-lbeta 


3.0 


Primary Th2 act 


17.8 


[Microvascular Dermal EC 
jnone 


6.0 


Primary Trl act 


13.1 


Microsvasular Dermal EC 
|TNFalpha + IL-lbeta 


4.3 


Primary Thl rest 


3.4 


iBronchial epithelium 
iTNFalpha + ILlbeta 


12.5 


Primary Th2 rest 


6.3 


Small airway epithelium 

|none 


4.5 


Primary Trl rest 


5.4 


jSmall airway epithelium 
|TNFalpha + IL-lbeta 


11.0 


CD45RA CD4 
lymphocyte act 


17.1 


jcoronery artery SMC rest 


20.4 


CD45RO CD4 
lymphocyte act 


44.1 


jCoronery artery SMC 
|TNFalpha + IL-lbeta 


21.8 


CDs lymphocyte act 


23.3 


[Astrocytes rest 


6.4 


Secondary CDS 
lymphocyte rest 


42.9 


[Astrocytes TNFalpha + 
|lL-lbeta 


9.9 


Secondary CDS 
lymphocyte act 


7.4 


|kU-812 (Basophil) rest 


0.2 


CD4 lymphocyte none 


11.5 


KU-8 12 (Basophil) 
jPMA/ionomycin 


0.8 


2ryThl/Th2/Trl^anti- 
CD95 CHll 


2.4 


CCDl 106 (Keratinocytes) 
[none 


11.2 


LAK cells rest 


36,3 


CCDl 106 (Keratinocytes) 
jTNFalpha + IL-lbeta 


22.8 


LAK cells IL-2 


9.1 


[Liver cirrhosis 


7,4 


LAK cells IL-2+IL-12 


22.8 


|NCI-H292 none 


14.3 


T A fr 11 TT 1 1 1 »'K T 

LAK cells IL-2+IFN 
gamma 


21.8 


|nCI-H292 IL-4 


20.9 


T A 11 TT 1 TT 1 O 

LAK cells IL-2+ IL-18 


21.2 


|NCI-H292 IL-9 


26.1 


T A T^ 1 1 

LAK cells 

P\4 A /inrinmvr'i'n 


21.0 


NCI-H292 IL-13 


25.5 


NK Cells IL-2 rest 


8.7 


|NCI-H292 IFN gamma 


13.2 


Two Way MLR 3 day 


24.8 


jHPAEC none 


32.5 


Two Way MLR 5 day 


1S.7 


HPAECTNF alpha + IL-1 
[beta 


14.3 


Two Way MLR 7 day 


21.6 


[Lung fibroblast none 


1 *^ 

1.3 


PBMC rest 


23.0 


[Lung fibroblast TNF alpha 

14- TT 1 Kofo 

1 ' Deia 


0.8 


PBMC PWM 


71,2 


[Lung fibroblast IL-4 


1.5 


PBMC PHA-L 


46,7 


[Lung fibroblast IL-9 


2.9 


Ramos (B cell) none 


1.8 


[Lung fibroblast IL-13 


1.4 
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Ramos (B cell) 
ionomycin 


1.5 


Lung fibroblast IFN 
gamma 


1.2 


B lymphocytes PWM 


49.7 


Dermal fibroblast 
CCD 1070 rest 


33.7 


B lymphocytes CD40L 
and IL-4 


68.8 


Dermal fibroblast 
CCD] 070 TNF alpha 


22.5 


EOL-1 dbcAMP 


22.7 


Dermal fibroblast 
CCD 1070 LL-1 beta 


10.1 


EOL-1 dbcAMP 
1 ivi/v lunornycin 


40.3 


Dermal fibroblast IFN 

ganuna 


6.1 


Dendritic cells none 


54.0 


Dermal fibroblast IL-4 


10.4 


Dendntic cells LPS 


73.7 


Dermal Fibroblasts rest 


9.9 


Dendritic cells anti- 


100.0 


Neutrophils TNFa+LPS 


0.8 


ivionocyTes resi 


00. u 


iNeuiropniis resi 




ivionoLyicb a-^i o 




Colon 


0. / 


ividLiupnagCo rcbi 




Lung 




Marronhaoe^ LPS 


n 4 


ThvmiiQ 


51 1 


HUVEC none 


8.6 


Kidney 


90.8 


HUVEC starved 


1L3 







Table DGE. Panel CNS 1 



Tissue Name 


Rel. Exp.(%) Ag3635, 
Run 171648701 


Tissue Name 


Rel. Exp.(%) Ag3635, 
Run 171648701 


BA4 Control 


16.7 


BA17PSP 


27.0 


BA4 Conlrol2 


39.2 


BA17PSP2 


8.9 


BA4 

Alzheimer's2 


5.0 


Sub Nigra Control 


1.1 


BA4 Parkinson's 


28.5 


Sub Nigra Control2 


16.5 


BA4 

Parkinson's2 


100.0 


Sub Nigra 
Alzheimer's2 


4.1 


BA4 

Huntington's 


24.7 


Sub Nigra 
Parkinson's2 


26.1 


BA4 

HuntinBton's2 


9.7 


Sub Nigra 

T4iintinfrtr»n*c 

--- o 


25.3 


BA4 PSP 


1L7 


Sub Nigra 
Huntington's2 


9.3 


BA4 PSP2 


36.6 


Sub Nigra PSP2 


2.4 


BA4 Depression 


14.9 


Sub Nigra 
Depression 


2.0 


BA4 

Depression2 


8.8 


Sub Nigra 
Depression2 


4.5 


BA7 Control 


25.3 


Glob Palladus 


3.3 
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Control 




BA7 Control2 


42.6 


Glob Palladus 
Control2 


4.9 


BA7 

Alzheimer's2 


4.5 


Glob Palladus 
Alzheimer's 


4.5 


BA7 Parkinson's 


10.4 


Glob Palladus 
Alzheimer's2 


1.2 


BA7 

Parkinson's2 


29.5 


Glob Palladus 
Parkinson's 


21.6 


BA7 

Huntington's 


25.3 


Glob Palladus 
Parkinson's2 


2.0 


BA7 

Huntington's2 


12.9 


Glob Palladus PSP 


1.6 


BA7 PS? 


30.6 


Glob Palladus PSP2 




TXAn DC DO 


12.1 


Glob Palladus 
Depression 


1.4 


BA7 Depression 


10.1 


Temp Pole Control 


7.3 


BA9 Control 


15.0 


Temp Pole Control2 


27 4 

^ / .*T 


BA9 Control2 


47.0 


Temp Pole 
Alzheimer's 


4.2 


BA9 Alzheimer's 


4.7 


Temp Pole 
Alzheimer*s2 


2.5 


BA9 

Alzheimer's2 


9.2 


Temp Pole 
Parkinson's 


15.1 


BA9 Parkinson^s 


28.9 


Temp Pole 
Parkinson's2 


14.2 


BA9 

Parkinson's2 


34.4 


Temp Pole 
Huntington's 


19.2 


BA9 

Huntington's 


24.1 


Temp Pole PSP 


3.4 


BA9 

Huntington's2 


9.5 


Temp Pole PSP2 


3.0 


r> A Q DCD 


10.2 


Temp Pole 
Depression2 


4.8 


BA9 PSP2 


6.2 ( 


"ing Gyr Control 


20.9 


BA9 Depression 


5.6 ( 


ring Gyr Control2 


25 9 


BA.9 

Depression2 


1, 

8.3 ' 


Zin^ Gyr 
Mzheimer's 


5.6 


tJA 1 / control 


33.2 ^ 
J 


i;ing Gyr 
\lzheimer's2 


6.3 


BA17Control2 


64.6 ( 


ring Gyr Parkinson's 9.1 


BA17 

Alzheimer's2 


; 


ring Gyr 
*arkinson's2 


13.1 


BA17 
Parkinson's 


18.3 J 


"ing Gyr 
luntington's 


22.1 
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BA17 

Parkinson's2 


35.1 


Cing Gyr 
Huntington's2 


6.0 


BA17 

Huntington's 


32.1 


Cing Gyr PSP 


6.5 


BA17 

Huntington's2 


8.8 


Cing Gyr PSP2 


2.6 


BA17 
Depression 


7.3 


Cing Gyr Depression 


2.6 


BA17 

Depression2 


25.7 


Cing Gyr 
Depression2 


6.1 



CNS_neurodegeneration_vLO Summary: Ag3635 This panel confirms the expression of 
CG59947-01 gene at low levels in the brain in an independent group of individuals. However, 
no differential expression of this gene was detected between Alzheimer's diseased postmortem 
brains and those of non-demented controls in this experiment. This gene encodes a potassium 
channel protein homolog. The significant levels of expression in the brain may indicate a role 
for this protein in signal processing in the central nervous system. 

References: 

1. Rudy B, Chow A, Lau D, Amarillo Y, Ozaita A, Saganich M, Moreno H, Nadal 
MS, Hernandez-Pineda R, Hernandez-Cruz A, Erisir A, Leonard C, Vega-Saenz de Miera E. 

2. Contributions of Kv3 channels to neuronal excitability. Ann N Y Acad Sci 1999 
Apr 30;868:304-43 

General_screening_panel_vl.4 Summary: Ag3635 Results from one experiment with the 
CG59947-01 gene are not included. The amp plot indicates that there were experimental 
difficulties with this run. 

Panel 2.2 Summary: Ag3635 Highest expression of the CG59447-01 gene is seen in normal 
kidney tissue adjacent to a tumor (CT=28). In addition, expression appears to be higher in 
normal kidney tissue than in the adjacent tumor in six out of nine matched pairs. Conversely 
expression appears to be higher in breast cancer than in matched normal breast tissue. Thus, 
expression of this gene could be used to differentiate between these samples and other samples 
on this panel and as a marker for kidney and breast cancers. Furthermore, therapeutic 
modulation of the expression or function of this protein may be effective in the treatment of 
breast and kidney cancer. 
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Panel 4.1 D Summary: Ag3635 This gene is expressed at high to moderate levels in a wide 
range of cell types of significance in the immune response in health and disease, with highest 
expression in anti CD40 dendritic cells (CT=28.1). Other cells that express this protein include 
members of the T-cell, B-cell, endothelial cell, macrophage/monocyte, and peripheral blood 
mononuclear cell family, as well as epithelial and fibroblast cell types from lung and skin, and 
normal tissues represented by colon, lung, thymus and kidney. This ubiquitous pattern of 
expression suggests that this gene product may be involved in homeostatic processes for these 
and other cell types and tissues. Therefore, modulation of the gene product with a functional 
therapeutic may lead to the alteration of fimctions associated with these cell types and lead to 
improvement of the symptoms of patients suffering ft^om autoimmune and inflammatory 
diseases such as asthma, allergies, inflammatory bowel disease, lupus erythematosus, 
psoriasis, rheumatoid arthritis, and osteoarthritis. 

Panel CNS_1 Summary: Ag3635 Expression in this panel confirms expression of the 
CG59947-01 gene in the brain. Please see Panel CNS_neurodegeneration_vl.O for discussion 
of utility of this gene in the central nervous system. 

DH. CG59938-01: arylsulfatase 

Expression of gene CG59938-01 was assessed using the primer-probe set Ag3634, 
described in Table DHA. 

Table DHA . Probe Name Ag3634 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 

NO: 


Forward 


5 ' -agccaatgaaagaggagaaagt-3 ' 


22 


870 


740 


Probe 


TET-5 ■ -cttccctcatgctgaaggaggcactt-3 • - 
TAMRA 


26 


894 


741 


Reverse 


5 ' -cccttttgtacctttcaatgaa-3 ' 


22 


923 


742 



<->lVTC I . ._ 

v,.-.o_..tuiuucgcuciauuii_vi.u nummary: AgJ0J4 txpression ot the CU55938-01 gene is 
low/undetectable in all samples on this panel (CTs>35). (Data not shown.) 

Generai_screening_panel_vl.4 Summary: Ag3634 Expression of the CG55938-01 gene is 
low/undetectable in all samples on this panel (CTs>35). (Data not shown.) 



Panel 2.2 Summary: Ag3634 Expression of the CG55938-01 gene is low/undetectable in all 
samples on this panel (CTs>35). (Data not shown.) 
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Panel 4.1D Summary: Ag3634 Expression of the CG55938-01 gene is low/undetcctable in 
all samples on this panel (CTs>35). (Data not shown.) 

Dl. CGS9746-0I: Ubiquitin Carboxyl-terminal Hydrolase 

Expression of gene CG59746-0] was assessed using the primer-probe set Ag3574, 
described in Table DIA, 

Table DIA . Probe Name Ag3574 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 ' -agcacaacacagaaggaaatca-3 ' 


22 


461 


743 


Probe 


TET-5 ' -tcattccacaaagttgatgagaaatca-3 ' - 

TAMRA 


27 


491 


744 


Reverse 


5 ' -gtcccacttccttttgctatct-3 • 


22 


534 


745 



CNS_neurodegeneration_vl.O Summary: Ag3574 Expression of the CG59746-01 gene is 
low/undetectable in all samples on this panel (CTs>35). (Data not shown.) 

General_screeningj)anel_vl.4 Summary: Ag3574 Expression of the CG59746-01 gene is 
low/undetectable in all samples on this panel (CTs>35). (Data not shown.) 

Panel 2.2 Summary: Ag3574 Expression of the CG59746-01 gene is low/undetectable in all 
samples on this panel (CTs>35). (Data not shown.) 

Panel 4.1D Summary: Ag3574 Expression of the CG59746-01 gene is low/undetectable in 
all samples on this panel (CTs>35). (Data not shown.) 

Panel CNS_1 Summary: Ag3574 Expression of the CG59746-01 gene is low/undetectable 
in all samples on this panel (CTs>35). (Data not shown.) 

DJ. CG88613-01: INOSITOL 1,4,5-TRISPHOSPHATE .I-KINASF ISOFN7YME 

Expression of gene CG886 13-01 was assessed using the primer-probe set Ag3647, 
described in Table DJA. Results of the RTQ-PCR runs are shown in Tables DJB, DJC and 
DJD. 



Table DJA . Probe Name Ag3647 
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r rinicrs 


Sequences 




Length 


Start 
Position 


NO: 


Forward 


5 ' -actaaaacacrataar^;^ A;^rjt- - 1 ' 


21 


1731 


766 


Probe 


TET-5 ' -accacgtcatcctgcaaaagtacgtg-3 ' - 
TAMRA 


26 


1775 




Reverse 


5 ' -cagagcttcacgaagttcttct-3 • 


22 


1809 


76S 



Table DJB . CNS_neurodegeneration_vl.O 



Tissue Nam^ 


Rel. Exp.(%) Ag3647, 
Run 211019283 


Tissue Name 


Rel. Exp.(%) Ag3647, 
Run 211019283 


AD 1 Hippo 


44.8 


Control (Path) 3 
Temporal Ctx 


16.3 


AD 2 Hippo 


28.1 


Control (Path) 4 
Temporal Ctx 


20.7 


AD 3 Hippo 


10.2 


AD 1 Occipital Ctx 


30.1 


AD 4 HioDO 




AD 2 Occipital Ctx 
(Missing) 


0.0 


AD 5 hippo 


98.6 


AD 3 Occipital Ctx 


17.1 


AD 6 Hippo 


75.3 


AD 4 Occipital Ctx 


17.9 


Control 2 Hippo 


33.4 


AD 5 Occinital Ctx 




Control 4 Hippo 


29.1 


AD 6 Occipital Ctx 


42.6 


Control (Path) 3 
Hippo 


14,9 


Control 1 Occipital 
Ctx 


8.0 


AD 1 Temporal Ctx 


19.5 


Control 2 Occipital 
Ctx 


67.4 


AD 2 Temporal Ctx 


29.1 


control 3 Occipital 
Ctx 


29.3 


AD 3 Temporal Ctx 


14.2 


control 4 Uccipital 
Ctx 


16.6 


AD 4 Temporal Ctx 


23.8 


control (rath) 1 
Occipital Ctx 


57.4 


AD 5 Inf Temporal 
Ctx 


100.0 


control (rath) 2 
Occipital Ctx 


12.9 


AD 5 SupTemporal 
Ctx 


69.7 


Control (Path) 3 
Occipital Ctx 


14.6 


AHA lnfT^rv>r^rs^^l 

Ctx 


73.2 ' 
( 


Coniroi (Path) 4 
Occipital Ctx 


12.5 


AD 6 Sup Temporal 
Ctx 


57.8 1 


Control 1 Parietal 

rtx 


11.7 


Control 1 Temporal 
Ctx 


17.3 1 


Dontrol 2 Parietal 

:tx 


50.0 


Control 2 Temporal 
Ctx 


47.6 J 


I^ontrol 3 Parietal 

:tx 


39.0 


Control 3 Temporal 


32.5 ( 


:ontrol (Path) 1 


41.8 
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Ctx 




Parietal Ctx 




Control 4 Temporal 
Ctx 


20.9 


Control (Path) 2 

Panetal Ctx 


18.4 


Control (Path) 1 
Temporal Ctx 


35.6 


Control (Path) 3 
Parietal Ctx 


16.0 


Control (Path) 2 
Temporal Ctx 


28.3 


Control (Path) 4 
Panetal Ctx 


20.4 



Table DJC . General_screening_panel_vl,4 



Tissue Name 


Rel. Exp.(%) Ag3647, 
Run 218342103 


Tissue Name 


Rel. Exp.(%) Ag3647, 
Run 218342103 


Adipose 


37.9 


Renal ca. TK-10 


23.3 


Melanoma* 
Hs688(A).T 


15.7 


Bladder 


24.1 


Melanoma* 
Hs688(B).T 


20 2 


Gastric ca. (liver met.) 
NCI-N87 


100.0 


Melanoma* Ml 4 


11.3 


Gastric ca. KATO ill 


25.2 


Melanoma* 
LOXIMVI 




Pnlnn ^W-04R 

V„/U1U11 wo. O tV ■j'HO 


1 1 2 


Melanoma* SK- 
MEL-5 


1 1 0 


Colon ca SW480 


38 7 


Squamous cell 
carcinoma SCC-4 


D J .\j 


Colon ca.* (SW480 
met) SW620 


1 1 7 
11./ 


Testis Pool 


6.4 


Colon ca. HT29 


17.2 


Prostate ca.* (bone 
met) PC-3 


11.7 


Colon ca. HCT-116 


24.1 


Prostate Pool 


12.7 


Colon ca. CaCo-2 


78.5 


Placenta 


31.6 


Colon cancer tissue 


37.1 


Uterus Pool 


4.5 


Colon ca. SW1116 


8.0 


Ovarian ca. 
OVCAR-3 


Zi.z 


colon ca. uoio-zuj 




Ovarian ca. SK-OV- 
3 


22.2 


Colon ca. SW-48 


9.3 


Ovarian ca. 
OVCAR-4 


22.2 


Colon Pool 


13.5 


Ovanan ca. 
OVCAR-5 


32.5 


Small Intestine Pool 


13.0 


Ovarian ca. IGROV- 
1 


32.8 


Stomach Pool 


11.7 


Ovarian ca. 
OVCAR-8 


14.3 


Bone Marrow Pool 


5.7 


Ovary 


7.9 


Fetal Heart 


5.0 


Breast ca. MCF-7 


50.0 


Heart Pool 


6.4 
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Breast ca. MDA- 
MB-231 


25.7 


Lymph Node Pool 


11.2 


Breast ca. BT 549 


61.1 


Fetal Skeletal Muscle 


4.4 


Breast ca. T47D 


87.7 


Skeletal Muscle Pool 


11.6 


Breast ca. MDA-N 


7.4 


Spleen Pool 


6.0 


Breast Pool 


10.6 


1 iiyilJUb 1 UUI 


O.J 


Trachea 


24.5 


CNS cancer (glio/astro) 
wo /-iviu 


14.9 


Lung 


3.5 


CNS cancer (glio/astro) 

T I-l 1 R-MH 

1^ ~ 1 1 0~iVlVJ 


16.6 


Fetal Lung 


95.3 


CNS cancer 


15.7 


Lung ca. NCI-N417 


3.9 


CNS cancer (astro) SF- 


11.3 


Lung ca. LX-1 


16.4 


CNS cancer (astro) 
SNR.7S 


34.4 


Lung ca. NCI-H146 


6.0 


CNS cancer (glio) 


48.0 


Lung ca. SHP-77 j 23.3 


295 


, 

45.4 


Lungca. A549 ] 25.0 


Brain ( Amygdala) Pool 


12.6 


Lungca.NCI-H526 


6.4 


Brain (cerebellum) 


37.1 


Lung ca. NCI-H23 


10.2 


Rrnin ^fpt;in 


1 J.O 


Lung ca. NCI-H460 


8.7 


RrniTi / Hit^f\r\r*oivitM ic"\ 

oidiu ^mppoL-ainpus^ 
Pool 


15.3 


Lung ca. HOP-62 


11.3 


V^viCUlctl V^UnCA rOOl 


O.o 


Lung ca. NCI-H522 


16.8 


oialli ^kjUQoldniia nigraj 

Pool 


27.0 


Liver 


2.5 


Brain (Thalamus) Pool 


17.0 


Fetal Liver 


6.6 


Brain (whole) 


8.9 


Liver ca. HepG2 


16.3 


Spinal Cord Pool 


19.9 


Kidney Pool 


24.0 


Adrenal Gland 


9.9 


Fetal Kidney 


8.0 ] 


^ituitary gland Pool 


6.3 


Renal ca. 786-0 


11.4 i 


Salivary Gland 


7.2 


Renal ca. A498 


21.2 


rhyroid (female) 


12.1 




1 n ^ li 
1 \f,L. J 


-iuiLicdUu ca. CAFAN2 


35.1 


Renal ca.UO-31 


18.3 I 


^anereas Pool 


23.3 



Table DJD . Panel 4. ID 





Rel. 


Rel. 




Rel. 


Rel. 


Tissue Name 


Exp.(%) 


Exp.(%) 


Tissue Name 


Exp.(%) 


Exp.(%) 




Ag3647, 


Ag3647, 


Ag3647, 


Ag3647, 




Run 


Run 




Run 


Run 
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169975750 


197444046 




169975750 


197444046 


Secondary Thl act 


7.7 


7.1 


HUVEC IL-lbeta 


20.4 


22.1 


Secondary Th2 act 


10.7 


8.7 


HUVEC IFN 
gamma 


21.5 


21.6 


Secondary Trl act 


9.1 


7.9 


HUVEC TNF 
alpha + IFN 
gamma 


39.2 


26.2 


Secondary Thl rest 


4.2 


2.7 


HUVEC TNF 
alpha + IL4 


20.9 


16.6 


Secondary Th2 rest 


6.0 


6.2 


HUVEC IL-11 


8.5 


8.8 


Secondary Trl rest 


5.0 


4.0 


Lung 

Microvascular EC 
none 


29.9 


31.0 


Primary Thl act 


S.l 


6.3 


Lung 

Microvascular EC 
TNFalpha + IL- 
Ibeta 


37.4 


24.1 


Primary Th2 act 


9.0 


9.5 


Microvascular 
Dermal EC none 


17.9 


12.4 


Primary Trl act 


10.1 


10.7 


Microsvasular 
Dermal EC 
TNFalpha + IL- 
Ibcta 


20.0 


15.6 


Primary Thl rest 


6.0 


2.3 


Bronchial 
epithelium 
TNFalpha + 
ILlbeta 


41.5 


34.6 


Primary Th2 rest 


4.3 


1.1 


Small airway 
epithelium none 


37.4 


33.2 


Primary Trl rest 


7.4 


5.4 


Small airway 
epithelium 
TNFalpha + IL- 
lbeta 


58.2 


43.8 


CD45RA CD4 
lymphocyte act 


4.2 


4.2 


Coronery artery 
SMC rest 


6.3 


8.0 


CD45RO CD4 
lymphocyte act 


7.1 


5.7 


Coronery artery 
SMC TNFalpha + 
IL-lbeta 


9.7 


7.8 


CDS lymphocyte 
act 


6.2 


4.5 


Astrocytes rest 


11.7 


4.2 


Secondary CDS 
lymphocyte rest 


9.7 


8.5 


Astrocytes 
TNFalpha + IL- 

Ibeta 


11.1 


7.2 


Secondary CDS 
lymphocyte act 


6.5 


3.7 


KU-812 
(Basophil) rest 


10.0 


7.9 


CD4 lymphocyte 
none 


1.8 


1.7 


KU-812 
(Basophil) 


14.4 


13.3 
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PMA/ionomycin 






2ry 

Thl/Th2/Trl anti- 
CD95CH11 


3.1 


2.9 


CCDl 106 

(Keratinocytes) 

none 


42.0 


46.7 


LAIC cells rest 


9.9 


5.9 


CCDl 106 
(Keratinocytes) 
TNFalpha + IL- 
Ibeta 


100.0 


100.0 


LAK cells IL-2 


5.3 


4.5 


Liver cirrhosis 


14.7 


16.2 


LAK cells IL-2+IL- 
12 


9.2 


3.2 


NCI-H292 none 


17.1 


16.2 


LAK. cells IL- 
2+IFN gamma 


6.1 


3.8 


NCI-H292 IL-4 


19.1 


25.0 


LAK cells IL-2+ 
IL-18 


11.3 


5.5 


NCI-H292 IL-9 


25.7 


23.8 


LAK cells 
PMA/ionomycin 


20.9 


16.2 


NCI-H292 IL-13 


20.6 


18.8 


NK Cells IL-2 rest 


8.2 


12.1 


NCI-H292 IFN 

gamma 


42.6 


28.3 


TwoWay'MLR3 
day 


9.2 


11.4 


HPAEC none 


13.6 


11.7 


Two Way MLR 5 
day 


8.4 


4.9 


HPAEC TNF 
alpha + IL-1 beta 


20.3 


22.1 


Two Way MLR 7 
day 


8.7 


5.8 


Lung fibroblast 
none 


16.4 


17.3 


PBMC rest 


3.0 


2.2 


Lung fibroblast 
TNF alpha + IL-1 
beta 


11.6 


13.6 


PBMC PWM 


11. 0 


7.6 


Lung fibroblast 
IL-4 


14.6 


28.3 


PBMC PHA-L 


9.1 


4.6 


Lung fibroblast 
IL-9 


16.3 


23.8 


Ramos (B cell) 
none 


5.2 


3.6 


Lung fibroblast 
IL-13 


14.7 


12.9 


Ramos (B cell) 
ionomycin 


5.1 


4.9 


Lung fibroblast 
FFN gamma 


22.7 


23.8 


B lymphocytes 


4.1 


3.8 


Dermal fibroblast 
CCD 1070 rest 


12.0 


1 1 f. 


B lymphocytes 
CD40L and IL-4 


8.4 


4.9 


Dermal fibroblast 
CCD 1070 TNF 
alpha 


10.9 


14.7 


EOL-1 dbcAMP 


7.3 


5.5 


Dermal fibroblast 
CCD 1070 IL-1 
beta 


10.0 


4.4 


EOL-1 dbcAMP 
PMA/ionomycin 


8.4 


7.8 


Dermal fibroblast 
EFN gamma 


9.2 


1.1 
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Dendritic ceils 
none 


7.5 


8.0 


Dermal fibroblast 
IL-4 


9.7 


7.5 


Dendritic cells LPS 


5.7 


4.6 


Dermal 

Fibroblasts rest 


10.1 


8.5 


Dendritic cells anti- 
CD40 


7.7 


6.9 


Neutrophils 
TNra+LPb 


11.4 


5.8 


Monocytes rest 


0 ^ 
O.J 


/.J 


Neutrophils rest 


3.U 


3.U 


Monocytes LPS 


z4.o 


25. V 


Colon 


13. U 


y.o 


Macrophages rest 


O >l 

0.4 


5.6 


Lung 


16.4 


0.4 


Macrophages LPS 






Thymus 


1 A O 


C Q 
O.O 


HUVEC none 


8.7 


12.8 


Kidney 


6.3 


4.7 


HUVEC starved 


11.8 


11.7 









CNS_neurodegeneration_vl.O Summary: Ag3647 This panel confirms the expression of 
this gene at moderate levels in the brains of an independent group of individuals. However, no 
differential expression of this gene was detected between Alzheimer's diseased postmortem 
brains and those of non-demented controls in this experiment. Please see Panel 1.4 for a 
discussion of the potential utility of this gene in treatment of central nervous system disorders. 



General_screeningjianel__vl.4 Summary: Ag3647 Expression of the CG88613-01 gene is 
highest in a gastric cancer cell line (CT = 28). Expression of this gene appears to be 
upregulated in a number of cancer cell lines when compared to normal tissues. Specifically, 
CG88613-01 gene expression is somewhat higher in breast and ovarian cancers when 
compared to their respective normal tissues. Thus, therapeutic modulation of the activity of 
this gene or its protein product, using small molecule drugs, antibodies or protein therapeutics, 
may be of benefit in the treatment of gastric, breast and ovarian cancer. 

In addition, this gene is expressed at moderate levels in all regions of the central 

nervous system examined, including amygdala, hippocampus, substantia nigra, thalamus, 

cerebellum, cerebral cortex, and spinal cord. The CG88613-01 gene encodes a protein that is 

identical to a protein now known in the public domain as inositol 1,4,5-triphosphate 3-kinase 

C (ref. i). Inositol 1,4,5-trisphosphate 3-kinase (ITPK) catalyzes the phosphorylation of 

Ins(l,4,5)P3 to Ins(l,4,5)P4, both of which are modulators of calcium homeostasis. Calcium is 

one of the most important intracellular messengers in the brain, being essential for neuronal 

development, synaptic transmission and plasticity, and the regulation of various metabolic 

pathways (ref 2). Therefore, this gene may play a role in central nervous system disorders 

such as Alzheimer's disease, Parkinson's disease, epilepsy, multiple sclerosis, schizophrenia 

and depression. Furthermore, this gene is also expressed in tissues with metabolic or endocrine 
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function, including pancreas, adipose, adrenal gland, thyroid, pituitary gland, skeletal muscle, 
heart, liver and the gastrointestinal tract. Therefore, therapeutic modulation of the activity of 
this gene may prove useful in the treatment of endocrine/metabolically related diseases, such 
as obesity and diabetes. 

References: 

1. Dewaste V, Pouillon V, Moreau C, Shears S, Takazawa K, Emeux C. Clomng and 
expression of a cDNA encoding human inositol 1,4,5-trisphosphate 3-kinase C. Biochem J 
2000 Dec 1;352 Pt 2:343-51 

2. Mattson MP, Chan SL. Dysregulation of cellular calcium homeostasis in 
Alzheimer's disease: bad genes and bad habits. J Mol Neurosci 2001 Oct;17(2):205-24 

Panel 4.1D Summary: Ag3647 Results from two experiments using the same probe/primer 
set are in excellent agreement. Expression of the CG886 13-01 gene is highest in keratinocytes 
treated with the inflammatory cytokines TNF-a and lL-lb(CT = 29.5). Therefore, modulation 
of the expression or activity of this protein through the application of small molecule 
therapeutics may be useful in the treatment of psoriasis and wound healing. 

This gene is also expressed at moderate levels in small airway epithelial cells, 
bronchial epithelium, and lung microvascular endothelial cells. Endothelial cells are known to 
play important roles in inflammatory responses by altering the expression of surface proteins 
that are involved in activation and recruitment of effector inflammatory cells (ref 1). 
Expression in small airway epithelial cells, bronchial epithelium, lung microvascular 
endothelial cells suggests that the protein encoded by this transcript may be involved in lung 
disorders including asthma, allergies, chronic obstructive pulmonary disease, and emphysema. 
This gene is homologoust o PI-3-kinase which is involved in cell survival and receptor 
signaling of a number of cells of importance in the immune response in health and disease, 
including lung pathologies. Therefore, Small molecule antagonists of this gene product may 
lead to amelioration of symptoms associated with asthma, allergies, chronic obstructive 
pulmonary disease, and emphysema. 

This gene is expressed at low levels in the remainder of the samples on this panel, 
suggesting that the gene product may play an important role in homeostasis of a number of 
cell types. 
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1. Siddiqui RA, English D. PhosphatidylinositOl 3'-kinase-mediated calcium 
mobilization regulates chemotaxis in phosphatidic acid-stimulated human neutrophils. 
Biochim Biophys Acta 2000 Jan 3;1483(l):161-73 

2. Condliffe AM, Cadwallader KA, Walker TR, Rintoul RC, Cowbum AS, Chilvers 
ER. Phosphoinositide 3-kinase: a critical signalling event in pulmonary cells. Respir Res 
2000;l(l):24-9 

DK. CG59993-01 and CG59993-02: synaptotagmin II 

Expression of gene CG59993-01 and variant CG5 9993-02 was assessed using the 
primer-probe set Ag3645, described in Table DKA. Results of the RTQ-PCR runs are shown 
in Tables DKB, DKC and DKD. 



Table DKA . Probe Name Ag3645 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 

NO: 


Forward 


5 ' -gaagaagaccctgaacccatac-3 ' 


22 


1056 


746 


Probe 


TET-5 ' -agctttgagatccccttcgagcagat-3 ' - 

TAMRA 


26 


1093 


747 


Reverse 


5 ' -tgaccactacctggactttctg-3 ' 


22 


1120 


748 



Table DKB . CNS_neurodegeneration_vl.O 



Tissue Name 


Rel. Exp.(%) Ag3645, 
Run 211019104 


Tissue Name 


Rel. Exp.(%) Ag3645, 
Run 211019104 


AD 1 Hippo 


0.4 


Control (Path) 3 
Temporal Ctx 


0.2 


AD 2 Hippo 


0.2 


Control (Path) 4 
Temporal Ctx 


7.2 




r\ A 


AD 1 Occipiiai Ctx 


! _ 

8.7 


AD 4 Hippo 


0.1 


AD 2 Occipital Ctx 
(Missing) 


0.0 


AD 5 hippo 


100.0 


AD 3 Occipital Ctx 


0.6 


AD 6 Hippo 


1.5 


AD 4 Occipital Ctx 


10.7 


Control 2 Hippo 


0.9 


AD 5 Occipital Ctx 


19.2 


Control 4 Hippo 


0.1 


AD 6 Occipital Ctx 


57.8 


Control (Path) 3 
Hippo 


0.0 


Control 1 Occipital 
Ctx 


0.3 
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AD 1 Temporal Ctx 


0.8 


Control 2 Occipital 
Ctx 


81.8 


AD 2 Temporal Ctx 


2.8 


Control 3 Occipital 
Ctx 


11.0 


AD 3 Temporal Ctx 


0.3 


Control 4 Occipital 
Ctx 


0.5 


AD 4 Temporal Ctx 


2.6 


Control (Path) 1 

Occipital Ctx 


29.1 


AD 5 Inf Temporal 
Ctx 


50.0 


Control (Path) 2 
Occipital Ctx 


8.5 


AD 5 SupTemporal 
Ctx 


0.9 


Control (Path) 3 
Occipital Ctx 


0.7 


AD 6 Inf Temporal 
Ctx 


2.8 


Control (Path) 4 
Occipital Ctx 


12.8 


AD 6 Sup Temporal 
Ctx 


8.2 


Control 1 Parietal 
Ctx 


0.4 


Control 1 Temporal 
Ctx 


0.1 


Control 2 Parietal 
Ctx 


2.3 


Control 2 Temporal 
Ctx 


7.2 


Control 3 Parietal 
Ctx 


28.7 


Control 3 Temporal 
Ctx 


1.5 


Control (Path) 1 
Parietal Ctx 


33.2 


Control 4 Temporal 
Ctx 


0.7 


Control (Path) 2 
Parietal Ctx 


21.8 


Control (Path) 1 

Temporal Ctx 


4.7 


Control (Path) 3 
Parietal Ctx 


0.5 


Control (Path) 2 
Temporal Ctx 


6.8 


Control (Path) 4 
Parietal Ctx 


68.3 



Table DKC . General_screening_panel vl.4 



Tissue Name 


Rel. Exp.(%) Ag364S, 
Run 218341901 


Tissue Name 


Rel. Exp.(%) Ag3645, 
Run 218341901 


Adipose 


0.0 


Renal ca.TK- 10 


0.1 


Melanoma* 
Hs688(A).T 


0.1 


Bladder 


0.1 


Melanoma* 
Hs688(B).T 


0.1 


Gastric ca. (liver met.) 
NCI-N87 


0.0 


Melanoma* Ml 4 


0.0 


Gastric ca. KATO III 


0.0 


Melanoma* 
LOXIMVI 


0.0 


Colon ca. SW-948 


0.0 


Melanoma* SK- 
MEL-5 


0.4 


Colon ca. SW480 


0.0 


Squamous cell 
carcinoma SCC-4 


0.1 


Colon ca.* (SW480 
met) SW620 


0.0 
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Testis Pool 


1.0 


Colon ca. HT29 


0.0 


Prostate ca.* (bone 

mei/ rK^'J 


0.0 


Colon ca. HCT-116 


0.0 


riOSlalc r 001 


0 1 






Placenta 


0.0 


Colon cancer tissue 


0.0 


Uterus Pool 


0.0 


Colon ca. SW1116 


0.0 


Ovarian ca. 
OVCAR-3 


0.2 


Colon ca. Colo-205 


0.0 


Ovarian ca. SK-OV- 
3 


0.0 


Colon ca. SW-48 


0,2 


Ovarian ca. 
OVCAR-4 


0.2 


Colon Pool 


0.2 


Ovarian ca. 
OVCAR-5 


0.1 


Small Intestine Pool 


0.1 


Ovarian ca. IGROV- 
1 


0.0 


Stomach Pool 


0.1 


Ovarian ca. 

L^' Vv^/VK-o 


0.0 


Bone Marrow Pool 


0.0 


Ovary 


0.7 


Fetal Heart 


0.1 


Breast ca. MCF-7 


0.0 


Heart Pool 


0.0 


Breast ca. MDA- 


1.4 


Lymph Node Pool 


1.0 


creasi ca. i3 1 D^y 




rcLdl OKCiClal IVlUdClC 


V/.V 


Drcosi cd. i*f/u 


n 1 

W. 1 




0 n 


Breast ca. MDA-N 


0.0 


Spleen Pool 


0.1 


Breast Pool 


0.2 


Thymus Pool 


0.5 


Trachea 


0.2 


CNS cancer (glio/astro) 
U87-MG 


0.0 


Lung 


0.3 


CNS cancer (glio/astro) 
U-118-MG 


0.0 


Fetal Lung 


0.5 


CNS cancer 
(neuro;met) SK-N-AS 


0.2 


Lungca.NCI-N417 


0.5 


CNS cancer (astro) SF- 
539 


0.0 


Lung ca. LX-1 


0.0 


CNS cancer (astro) 
SNB-75 


0.2 


Lungca.NCI-H146 


0.1 


CNS cancer (glio) 
SNB-19 


0.0 


Lung ca. SHP-77 


0.3 


CNS cancer (glio) SF- 


0.1 


i^ung ca, /\3*f!/ 




ordin ^/vmyguaid^ fooi 






0 0 


Rrain ^ri*ri*Hf*lliiTn'i 


100 0 


Lung ca. NCI-H23 


0.2 


Brain (fetal) 


0.9 


Lung ca. NCI-H460 


0,0 


Brain (Hippocampus) 


2.1 



1061 



wo 02/(^2757 



PC T/l S(>2/06908 







Pool 




Lung ca. HOP-62 


0.0 


Cerebral Cortex Pool 


19.3 


Lung ca. NCI-H522 


0.0 


Brain ( Substantia nigra) 

JTOOl 


19.5 


Liver 




Drain [ inaianiub^ ruui 


M 1 

1 H. 1 


Fetal Liver 




r>rain \^wnoie^ 


1 0 0 
I u.u 


Liver ca. HepG2 


u.u 


opinai uoro rooi 


1 ^ Q 


Kidney Pool 


0 1 


rvurendi vjidJiu 




Fetal Kidney 


n A 
u.o 


r uuuary gianu i uoi 


0 n 
u.u 


Kenai ca. /oo-u 


u.u 


odiivdry vjfiajici 


u.u 




0 0 


TVivroirl ( rpmjilp'^ 

1 11 yivfiu ^ i^iiiaiw^ 


0.1 


Renal ca. ACHN 


0.0 


Pancreatic ca. CAPAN2 


0.0 


Renal ca. UO-31 


0.0 


Pancreas Pool 


0.8 



Table DKD. Panel 4. ID 



Tissue Name 


Rel. Exp.(%) 
Ag3645, Run 
169975206 


Tissue Name 


Rel. Exp.(%) 
Ag3645, Run 
169975206 


Secondary Thl act 


0.0 


HUVEC IL-lbeta 


0.0 


Secondary Th2 act 


0.0 


HUVEC IFN gamma 


0.0 


Secondary Trl act 


0.0 


HUVEC TNF alpha + IFN 

gamma 


0.0 


Secondary Thl rest 


0.0 


HUVEC TNF alpha + IL4 


0.0 


Secondary Th2 rest 


0.0 


HUVEC IL-11 


0.0 


Secondary Trl rest 


0.0 


Lung Microvascular EC 
none 


0.0 


Primary Thl act 


0.0 


Lung Microvascular EC 
TNFalpha+ IL-lbeta 


0.0 


Primary Th2 act 


0.0 


Microvascular Dermal EC 
none 


0.0 


Primary Trl act 


0.0 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


0.0 


Primary Thl rest 


0.0 


Bronchial epithelium 
TNFalpha+ ILlbeta 


0.0 


Primary Th2 rest 


0.0 


Smaii airway epithelium 
none 


0.0 


Primary Trl rest 


0.0 


Small airway epithelium 
TNFalpha + IL-lbeta 


0.0 


CD45RA CD4 
lymphocyte act 


0.0 


Coronery artery SMC rest 


0.0 


CD45RO CD4 
lymphocyte act 


0.0 


Coronery artery SMC 
TNFalpha + IL-lbeta 


0.0 


CDS lymphocyte act 


0.0 


Astrocytes rest 


0.0 
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Secondary CDS 

lyiiipiiucyic rcsi 


0.0 


Astrocytes TNFalpha + 
li^-ioeia 


100.0 


Secondary CDS 
lyiupiiucyic dci 


0.0 


KU-812 (Basophil) rest 


0.0 


CD4 lymphocyte none 


0.0 


KU-8 12 (Basophil) 
PMA/ionomycin 


0.0 


2ry Thl/Th2/Trl_anti- 

rnos PHI 1 


0.0 


CCD1106 (Keratinocytes) 
none 


0.0 


LAK cells rest 


0.0 


luo (^rwerannocyiesj 
TNFalDha + IL-1 beta 


0.0 


LAK cells IL-2 


0.0 


Liver cirrhosis 


0.0 


i^/AJV LCilb ' IL- 


n n 
u.u 


iNLi-rizy/ none 


15.0 


T AK rplk TT -94-rPTvJ 

■L/xTlCv L'Uil^ 1 iP J.>l 

gamma 


8.3 


NCI-H292 IL-4 


0.0 


T AK celk TT -?+ TT -IS 


0 n 
u.u 


MPT tJOQO IT 0 


22. J 


T AK relk 

PMA/ionomycin 


0.0 


NCI-H292 IL-1 3 


0.0 


NK Cells IL-2 rest 


0.0 


NCI-H292 IFN gamma 


0.0 


Twn W;iv MT R Hav 
1 wu w d.y ivij^jtv J udy 


u.u 


rir Ar,\^ none 


A A 

0.0 


Two Way MLR 5 day 


0.0 


nrAiii^ liNr alpna + lL-1 
beta 


0.0 


Twn Wav MT \l 7 Hav 


u.u 


Lung fibroblast none 


A A 
0.0 


PBMC rest 


0.0 


Lung iiDroDiast iiNr aipna 
+ IL-1 beta 


4.3 


PBMC PWM 


0.0 


Lung fibroblast IL-4 


0 0 


PBMC PHA-L 


12.9 


Lung fibroblast IL-9 


0.0 




0.0 Lung fibroblast IL-1 3 


36.9 


Ramos (B cell) 

IwllVJillj/vlil 


0.0 


Lung fibroblast IFN 
gamma 


0.0 


B lymphocytes PWM 


0.0 


Dermal fibroblast 
CCDl 070 rest 


0.0 


B lymphocytes CD40L 

anH TT -4 


0.0 


Dermal fibroblast 
CCDl 070 TNF alpha 


0.0 


EOL-1 dbcAMP 


0.0 


Dermal fibroblast 
CCD1070 IL-1 beta 


0.0 


FOT -1 dhrAMP 

PMA/ionomycin 


A<S f. 


Dermal fibroblast IFN 

gamma 


n r\ 
\J.\) 


Dendritic cells none 


0.0 


Dermal fibroblast IL-4 


0.0 


T^pnHntir rplk 1 


0.0 


Dermal Fibroblasts rest 


0.0 


DpnHntiP ppllc Viwi'y- 

CD40 


20.9 1 


Neutrophils TNFa+LPS 


0.0 


Monocytes rest 


0.0 1 


Neutrophils rest 


0.0 


Monocytes LPS 


0.0 ( 


Colon 


25.7 


Macrophages rest 


0.0 1 


Lung 


28.7 
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Macrophages LPS 



0.0 



Thymus 



43.2 



HUVEC none 



0.0 



Kidney 



25.9 



HUVEC starved 



0.0 



CNS_neurodegeneration_vl,0 Summary: Ag3645 While no association between the 
expression of the CG59993-01 gene and the presence of Alzheimer's disease is detected in this 
panel, these results confirm the expression of this gene in areas that degenerate in Alzheimer's 
disease, including the cortex and hippocampus. Synaptotagmin expression is altered in the 
brain of Alzheimer's patients, possibly explaining impaired synaptogenesis and/or 
synaptosomal loss secondary to neuronal loss observed in the neurodegenerative disorder. It 
may also represent, reflect or account for the impaired neuronal transmission in Alzheimer's 
disease (AD), caused by deterioration of the exocytic machinery. Since the this gene is a 
homolog of synaptotagmin, agents thai potentiate the expression or function of the protein 
encoded by the this gene may be useful in the treatment of Alzheimer's disease. 

General_screening_panel_vl.4 Summary: Ag3645 The CG59993-01 gene is a homolog of 
synaptotagmin, and shows high to moderate expression across all brain regions with highest 
expression in the cerebellum (CT = 26.4) Synaptotagmin is a presynaptic protein involved in 
synaptic vesicle release, making this an ideal drug target for diseases such as epilepsy, in 
which reduction of neurotransmission is beneficial. Selective inhibition of this gene or its 
protein product may therefore be useful in the treatment of seizure disorders. Furthermore, 
selective inhibition of neural transmission through antagonism of the protein encoded by this 
gene may show therapeutic benefit in psychiatric diseases where it is believed that 
inappropriate neural connections have been established, such as schizophrenia and bipolar 
disorder. In addition, antibodies against synaptotagmin may cause Lambert-Eaton myasthenic 
syndrome. Therefore, peptide fragments of the protein encoded by this gene may serve to 
block the action of these antibodies and treat Lambert-Eaton myasthenic syndrome. 

Panel 4.1D Summary: Ag3645 Expression of the CG59993-01 gene is restricted to a sample 
derived from astrocytes treated with TNF-alpha and IL-1 beta (CT=33.9). This expression in 
samples related to the central nervous system is consistent with results of the previous panels 
and suggests that modulation of this protein could be beneficial in the treatment of CNS 
disease-associated inflammation or neurodegeneration, including mutliple sclerosis. 

DL. CG59991-01: OOPLASM SPECinC PROTEIN 
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Expression of gene CG59991-01 was assessed using the primer-probe set Ag3644, 
described in Table DLA. Results of the RTQ-PCR runs are shown in Tables DLB and DLC. 



Table DLA . Probe Name Ag3644 



Primers 


SequcDces 


Length 


Start 
Position 


SEQID 

NO: 


Forward 


5 ' -gggagtaatgcctctcagtga-3 ' 


21 


2294 


749 


Probe 


TET-5 ' -cttgagagtctcccagtgcgccct-3 ' - 
TAMRA 


24 


2318 


750 


Reverse 


5 ' -atgccacagtcctccagtatc-3 ' 


21 


2351 


751 



Tabic DLB . General_screeningj3anel_vl.4 



Ji 139 lie i^aiiic 


Rel. Exp.(%) Ag3644, 
Run 218306573 


Tissue Name 


Rel. Exp.(%) Ag3644, 
Run 218306573 


Adipose 


0.0 


Renal ca.TK-10 


0.0 


Melanoma* 

Hs688(A).T 


0.0 


Bladder 


0.0 


Melanoma* 
Hs688(B)T 


0.0 


Gastric ca. (liver met.) 

NC1-N87 


0.0 


Melanoma* M14 


0.0 


Gastric ca. KATO III 


0.1 


Melanoma* 
LOXIMVI 


n n 
u.u 


Colon ca. c>W-948 


0.0 


Melanoma* SK- 
MEL-5 


u.u 


Colon ca. SW480 


0.0 


Squamous cell 
carcinoma SCC-4 


0.0 


Colon ca.* (SW480 
met) SW620 




Testis Pool 


0.5 


Colon ca. HT29 


0.0 


Prostate ca.* (bone 
met) PC-3 


0.0 


Colon ca. HCT-116 


0.1 


Prostate Pool 


0.0 


Colon ca. CaCo-2 


0.0 


Placenta 


0.0 


Colon cancer tissue 


0.0 


Uterus Pool 


0.0 


Colon ca. SW1116 


0.0 


Ovarian ca. 


0.0 


Colon ca. Colo-205 


00 


Ovarian ca. SK-OV- 
3 


0.0 


Colon ca. SW-48 


0.0 


Ovarian ca. 
OVCAR-4 


0.6 


Colon Pool 


0.0 


Ovarian ca. 
OVCAR-5 


0.0 


Small Intestine Pool 


0.0 


Ovarian ca. IGROV- 
1 


0.0 ! 


Stomach Pool 


0.0 
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Ovarian ca 
0VCAR.8 


0.0 


Bone Marrow Pool 


0.0 


Ovary 


0.0 


Fetal Heart 


0.0 


Breast ca. MCF-7 


0.0 




u.u 


Breast ca MDA- 
MB-231 


0.0 


Lymph Node Pool 


0.0 


Breast ca. BT 549 


0.0 


Fetal Skeletal Muscle 


0.0 


Breast ca. T47D 


0.0 


Skeletal Muscle Pool 


0.0 


Breast ca. MDA-N 


0.0 


Spleen Pool 


0.0 


Breast Pool 


0 0 


1 nyrnus r ooi 


u.u 


Trachea 


0.0 


CNS cancer (glio/astro) 

TT87 


0.0 


Lung 


0.0 


CNS cancer (glio/astro) 
I T-l IS \An 

tJ - 1 1 o-iVlO 


0.0 


Fetal Lung 


0.0 


CNS cancer 


0.0 


Lung ca.NCI-N417 


0.0 


CNS cancer (astro) SF- 


0.0 


Lungca. LX-1 


0.0 


CNS cancer (astro) 


0.0 


Lungca. NCI-H146 


0.0 


CNS cancer (glio) 

CXTR 1 Q 


0.0 


Lung ca. SHP-77 


100.0 


v^iNo cancer ^giioj or- 
295 


0.3 


Lung ca. A549 


0.0 


Brain (Amygdala) Pool 


0.0 


Lung ca. NCI-H526 


0.0 


Brain (cerebellum) 


0.0 


Luneca NCI-H23 


0 0 


Oldin ^ICldl } 


u.u 


Lung ca. NC1-H460 


0.0 


ordin ^^riippocampus^ 
Pool 


0.0 


Lune ca HOP-62 


0 0 


v^crcDidi v^uriex rooi 


U.U 


Lung ca. NCI-H522 


0.0 


Drdin ^oUDsianiia nigraj 
Pool 


0.0 


Liver 


0.0 


Brain (Thalamus) Pool 


0.0 


Fetal Liver 


0.0 


Brain (whole) 


0.0 


Liver ca. HepG2 


0.0 Spinal Cord Pool 


0,0 


Kidney Pool 


n n 1 




0 0 


Fetal Kidney 


0.0 ] 


Pituitary gland Pool 


0.0 


Renal ca. 786-0 


0.0 


Salivary Gland 


0.0 


Renal ca. A498 


0.0 


rhyroid (female) 


0.1 


Renal ca. ACHN 


0.0 ] 


Pancreatic ca. CAPAN2 


0.0 


Renal ca.UO-31 


0.0 ] 


Pancreas Pool 


0.1 



Table PLC . Panel 4. ID 
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Tissue Name 


Rel. Exp.(%) 
Ag3644, Run 


Tissue Name 


Rel. Exp.(%) 
Ag3644, Run 

1 AOOKI fill 


Secondary Thl act 


0.0 


HUVEC IL-lbeta 


0.0 


Secondary Th2 act 


0.0 


HUVEC IFN gamma 


0.0 


Secondary Trl act 


0.0 


HUVEC TNF alpha + IFN 
gamma 


0.0 


Secondary Thl rest 


0.0 


HUVEC TNF alpha -ML4 


0.0 


Secondary Th2 rest 


0.0 


HUVEC IL-11 


0.0 


Secondary Trl rest 


0.0 


Lung Microvascular EC 
none 


0.0 


Primary Thl act 


0.0 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


0.0 


Primary Th2 act 


0.0 


Microvascular Dermal EC 
none 


0.0 


Primary Trl act 


0.0 


Microsvasular Dermal EC 
TNFalpha 4- IL-lbeta 


0.0 


Primary Thl rest 


0.0 


Bronchial epithelium 
TNFalpha-HlLlbeta 


0.0 


Primary Th2 rest 


0.0 


Small airway epithelium 
none 


0.0 


Primary Trl rest 


0.0 


Small airway epithelium 
TNFalpha + IL-lbeta 


0.0 


CD45RA CD4 
lymphocyte act 


0.0 


Coronery artery SMC rest 


0.0 


CD45RO CD4 
lymphocyte act 


0.0 


Coronery artery SMC 
TNFalpha + IL-lbeta 


0.0 


CDS lymphocyte act 


0.0 


Astrocytes rest 


0.0 


Secondary CD8 
lymphocyte rest 


0.0 


Astrocytes TNFalpha + 
IL-lbeta 


0.0 


Secondary CDS 
lymphocyte act 


0.0 


KU-812 (Basophil) rest 


48.3 


CD4 lymphocyte none 


0.0 


KU-8 12 (Basophil) 
PMA/ionomycin 


100.0 


2ryThl/Th2/Trl^anti- 
CD95 CHll 


0.0 


CCDl 106 (Keratinocytes) 
none 


0.0 


LAK cells rest 


0.0 


iJNraipna + iL-ioeia 


0.0 


LAK cells IL-2 


0.0 


Liver cirrhosis 


0.0 


LAK cells IL-2+IL-12 


0.0 


NCI-H292 none 


0.0 


LAK cells IL-2+IFN 
gamma 


0.0 


NCI-H292 IL-4 


0.0 


LAK ceils IL-2+ IL-18 


0.0 


NCI-H292 IL-9 


0.0 


LAK cells 
PMA/ionomycin 


0.0 


NCI-H292 IL-13 


0.0 
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NK Cells IL-2 rest 


0.0 


NCI-H292 IFN gamma 


0.0 


Two Way MLR 3 day 


0.0 


HPAEC none 


0.0 


Two Way MLR 5 day 


0.0 


HPAECTNF alpha + IL-1 
beta 


0.0 


Two Way MLR 7 day 


0.0 


Lung fibroblast none 


0.0 


PBMC rest 


0.0 


Lung fibroblast TNF alpha 

+ IL-I beta 


0.0 


PBMC PWM 


u.u 


Lung iibroblast lL-4 


U.U 


PBMC PHA-L 


0.0 


Lung fibroblast IL-9 


0.0 


Ramos (B cell) none 


0.0 


Lung fibroblast IL-13 


0.0 


Ramos (B cell) 
ionomycin 


0.0 


Lung fibroblast IFN 
gamma 


0.0 


R Ivmnhocvtes PWM 


0.0 


Dermal fibroblast 
CCD 1070 rest 


0.0 


B lymphocytes CD40L 
and IL-4 


0.0 


Dermal fibroblast 
CCD 1070 TNF alpha 


0.0 


EOL-1 dbcAMP 


0.0 


Dermal fibroblast 
CCD 1070 IL-1 beta 


0.0 


EOL-1 dbcAMP 
PMA/ionomycin 


0.0 


Dermal fibroblast IFN 

gamma 


0.0 


Dendritic cells none 


0.0 


Dermal fibroblast IL-4 


0.0 


Dendritic cells LPS 


0.0 


Dermal Fibroblasts rest 


0.0 


Dendritic cells anti- 
CD40 


0.0 


Neutrophils TNFa+LPS 


0.0 


Monocytes rest 


A A 

0,0 


Neutrophils rest 


U.u 


Monocytes LPS 


A A 

0.0 


Colon 


u.u 


Macrophages rest 


A A 

0.0 


Lung 


U.U 


Macrophages LPS 


u.u 


I 1 rw^ lie 

1 nymus 


n n 

U.v 


HUVEC none 


0.0 


Kidney 


0.0 


HUVEC starved 


0.0 







CNS_neurodegeneration_vl,0 Summary: Ag3644 Expression of the CG59991-01 gene is 
low/undetectable in all samples on this panel (CTs>35). (Data not shown). 



General_screeiiing_panel_vl.4 Summary: Ag3644 Expression of the CG59991-01 gene is 
restricted to a sample derived fi-om a lung cancer cell line (CT=27.2). Thus, expression of this 
gene could be used to differentiate between this sample and other samples on this panel and as 
a marker to detect the presence of lung cancer. Furthermore, therapeutic modulation of the 
expression or ftinction of this gene may be effective in the treatment of lung cancer. 

Panel 4.1D Summary: Ag3644 Expression of the CG59991-01 gene is restricted to samples 
derived from the basophil cell line KU-812 (CTs=32). Thus, expression of this gene could be 
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used as a marker of this cell type. Basophils release histamines and other biological modifiers 
in repose to allergens and play an important role in the pathology of asthma and 
hypersensitivity reactions. Therefore, the specific pattern of expression of this gene suggests 
that therapeutic modulation of the expression or function of the protein encoded by this gene 
may block or inhibit inflammation or tissue damage due to basophil activation in response to 
asthma, allergies, hypersensitivity reactions, psoriasis, and viral infections. 

DM. CG59987-01 and CG59987-02: RHOPHILIN 

Expression of gene CG59987-01 and full length clone CG59987-02 was assessed using 
the primer-probe set Ag3643, described in Table DMA. Results of the RTQ-PCR runs are 
shown in Tables DMB and DMC. Please note that CG59987-02 represents a full-length 
physical clone of the CG59987-01 gene, validating the prediction of the gene sequence. 

Table DMA . Probe Name Ag3643 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 ' -tactttcggaagggctgtaatc-3 ' 


22 


103 


752 


Probe 


TET-5 ' -cttgcacaaaccggccggagtaaatt-3 ' - 
TAMRA 


26 


127 


753 


Reverse 


5 ' -tgattcaaagcagctctttgat-3 ' 


22 


158 


754 



Table DMB . General_screeningj)anel_vl.4 



Tissue Name 


Rel. Exp.(%) Ag3643, 
Run 218306426 


Tissue Name 


Rel. Exp.(%) Ag3643, 
Run 218306426 


Adipose 


1.4 


Renal ca.TK-10 


17.2 


Melanoma* 
Hs688(A)T 


0.5 


Bladder 


9.1 


Melanoma* 
Hs688(B).T 


0.6 


Gastric ca. (liver met.) 

NCI-N87 


46.7 


Melanoma* M14 


6.3 


Gastric ca. KATO III 


39.2 


Melanoma* 
LOXIMVI 


1.7 


Colon ca. SW-948 


16.6 


Melanoma* SK- 
MEL-5 


8.7 


Colon ca. SW480 


7.0 


Squamous cell 
carcinoma SCC-4 


5.4 


Colon ca.* (SW480 
met) SW620 


0.4 


Testis Pool 


0.5 


Colon ca. HT29 


24.8 


Prostate ca.* (bone 
met) PC-3 


7.7 


Colon ca. HCT-116 


26.8 
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rrostate Pool 


6.6 


Colon ca. CaCo-2 


34.2 


Placenta 


3.3 


Colon cancer tissue 


13.0 


uterus Pool 


0.4 


Colon ca. SW1116 


4.5 


Ovarian ca. 
UVLAR-3 


44.1 


Colon ca. Colo-205 




Ovarian ca. SK-OV- 

J 


36.9 


Colon ca. SW-48 




Ovarian ca. 

UVLAK-4 


58.6 


Colon Pool 


0 Q 


Ovarian ca. 
UVLAK-5 


50.7 


Small Intestine Pool 


1 Q 


Ovarian ca. IGROV- 

1 
1 


20.3 


Stomach Pool 




Ovarian ca. 

rw ir^ AT* o 
UVCAR-8 


7.9 


Bone Marrow Pool 




Ovary 


1.6 


Fetal Heart 


0.7 


Breast ca. MCF-7 


17.4 


Heart Pool 


0.4 


Breast ca. MDA- 
Md-Z3 1 


13.7 


Lymph Node Pool 


1 n 


Breast ca. BT 549 


8.2 


Fetal Skeletal Muscle 


0.1 


Breast ca. 147D 


100.0 


Skeletal Muscle Pool 


0.2 


Breast ca, JVLDA-N 


4.7 


Spleen Pool 


0.2 


Breast Pool 


1.9 1 


Thymus Pool 


L5 


Trachea 


8.4 


CNS cancer (glio/astro) 
U87-MG 


1 0 


Lung 


0.3 


CNS cancer (glio/astro) 
U-118-MG 




Fetal Lung 


6.9 


CNS cancer 
(neuro;met) SK-N-AS 


5 2 


Lungca.NCI-N417 


0.9 


CNS cancer (astro) SF- 

539 


2 S 


Lung ca. LX-1 


0.2 


CNS cancer (astro) 
SNB-75 




Lungca. NCI-HI 46 


1-9 ; 


CNS cancer (glio) 
5NB-19 


21 6 


Lung ca. SHP-77 


0.0 [ 


CNS cancer (gho) SF- j 
>95 1 


1 A n 
I *t, / 


Lung ca. A549 


54.3 1 


Brain (Amygdala) Pool 


1.0 


Lung ca. NC1-H526 


3.7 1 


Brain (cerebellum) 


5.2 


Lung ca. NCI-H23 


3.2 I 


Brain (fetal) 


0.7 


Lung ca. NCI-H460 


1.2 I 


Jrain (Hippocampus) 
^ool 


1 Q 


Lung ca. rlUP-o2 


6.5 Cerebral Cortex Pool 


2.3 


Lune ca. NCI-H522 


3.7 Brain (Substantia nigra) 


2,1 
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rOOl 




Liver 


1 c 


i5rain ( inaianiusj rooi 




Fetal Liver 


D.O 


Brain (whole) 


J.J 


Liver ca. HepG2 


7 n 
1 .u 


opmai i^ora rooi 


J .u 


Rianey Pool 


1 A 


Adrenal Gland 




Fetal Kidney 




riiuiiary giana rooi 


1 ,j 


Renal ca. /oo-U 




Salivary Gland 


o. / 


J\enal Ca. r\Hyo 


o.o 


iiiyiuiLi yl^^\l\ci\\J ) 


1 2 


Renal ca. ACHN 


9.1 


Pancreatic ca. CAPAN2 


21.3 


Renal ca. UO-31 


9.9 


Pancreas Pool 


12.2 



Table PMC. Panel 4. ID 



Tissue Name 


Rel. Exp,(%) 
Ag3643, Run 
169975145 


Tissue Name 


Rel. Exp.(%) 
Ag3643, Run 
169975145 


Secondary Thl act 


3.8 


HUVEC IL-lbeta 


6.9 


Secondary Th2 act 


1.1 


HUVEC IFN gamma 


4.4 


occunudry in aci 


0 Q 


HUVEC TNF alpha + IFN 

gamma 


2.6 


Secondary Thl rest 


0.5 


HUVEC TNF alpha + IL4 


4.0 


Secondary Th2 rest 


0.9 


HUVEC IL-1 1 


2.5 


Secondary Trl rest 


0.6 


Lung Microvascular EC 

none 


4.3 


Primary Thl act 


1.8 


Lung Microvascular EC 
TNFalpha + lL-lbeta 


1.5 


Primarv Th2 art 


5.0 


Microvascular Dermal EC 
none 


6.7 


Primary Trl act 


3.4 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


1.1 


Primary Thl rest 


1.0 


Bronchial epithelium 
TNFalpha + ILlbcta 


17.7 


Primary Th2 rest 


0.8 


Small airway epithelium \ 
none 


13.7 


Primary Trl rest 


0.9 


Small airway epithelium 
TNFaipha + IL-ibeta 


23.3 


CD45RA CD4 

lymphocyte act 


3.5 


Coronery artery SMC rest 


6.7 


CD45RO CD4 
lymphocyte act 


3.0 


Coronery artery SMC 
TNFalpha + IL-lbeta 


4.3 


CDS lymphocyte act 


6.2 


Astrocytes rest 


35.4 


Secondary CDS 
lymphocyte rest 


3.4 


Astrocytes TNFalpha + 
IL-lbeta 


24.3 


Secondary CDS 


0.0 


KU-8 12 (Basophil) rest 


0.5 
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lymphocyte act 








Cr)4 Ivmnhocvte none 


0.0 


KU-8 12 (Basophil) 
PMA/ionomycin 


2.3 


2ryThl/Th2/Tr]_anti- 
CD95 CHll 


0.0 


CCDl 106 (Keratinocyles) 
none 


39.8 


LAK cells rest 


0.7 


CCD 11 06 (Keratinocytes) 

T^X Tin 1 L 1 TT 1 

TNFalpha + IL-lbeta 


32.5 


LAK cells IL-2 


0.4 


Liver cirrhosis 


41.2 


LAK cells IL-2+IL- 12 


1.3 


NCI-H292 none 


49.3 


LAK cells IL-2+IFN 

gamma 


2.2 


NCI-H292 IL-4 


45.1 


LAK cells IL-2+ lL-18 


2.0 


NCI-H292 IL-9 


100.0 


LAK cells 
PMA/ionomycin 


1.7 


NCI-H292IL-13 


51.8 


NK Cells IL-2 rest 


0.5 


NCI-H292 IFN gamma 


53.6 


Two Way MLR 3 day 


0.4 


HPAEC none 


8.0 


Two Way MLR 5 day 


0.8 


HPAECTNF alpha + IL-1 
beta 


6.1 


Two Way MLR 7 day 


1.5 


Lung fibroblast none 


13.3 


PBMC rest 


0.6 


Lung fibroblast TNF alpha 

1 T T 1 l_ i 

+ IL-1 beta 


7.1 


PBMC PWM 


4.3 


Lung ribroblast IL-4 


3.6 


PBMC PHA-L 


3.6 


Lung fibroblast IL-9 


8.5 


Ramos (B cell) none 


14,8 


Lung fibroblast IL-1 3 


3.3 


Ramos (B cell) 
ionomycin 


15.7 


Lung fibroblast IFN 
gamma 


10.5 


R Ivmnhocvte^ PWM 


6.3 


Dermal fibroblast 
CCD 1070 rest 


5.1 


B lymphocytes CD40L 
and IL-4 


6.5 


Dermal fibroblast 
CCD 1070 TNF alpha 


5.6 


EOL-1 dbcAMP 


0,0 


Dermal fibroblast 
CCD 1070 IL-1 beta 


7.7 


EOL-1 dbcAMP 
PMA/ionomycin 


0.0 


Dermal fibroblast IFN 
gamma 


5.5 


Dendritic cells none 


0.5 


Dermal fibroblast IL-4 


3.7 


Dendritic cells LPS 


0.0 


Dermal Fihrnhl;i<:t<; rp«:f 


1.5 


Dendritic cells anti- 
CD40 


0.0 


Neutrophils TNFa^-LPS 


0.0 


Monocytes rest 


0.0 


Neutrophils rest 


0.0 


Monocytes LPS 


0.3 


Colon 


34.6 


Macrophages rest 


0.4 


Lung 


4.3 


Macrophages LPS 


U.U 


Thymus 


y.y 


HUVEC none 


3.3 


Kidney 


51.4 


HUVEC starved 


3.4 
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CNS neurodegeneration vl.O Summary: Ag3643 Results from one experiment with the 
CG59987-01 gene are not included. The amp plot indicates that there were expenmental 
difficulties with this run. 

General_screeDingjaneI_vL4 Summary: Ag3643 Expression of the CG59987-01 gene is 
highest in a breast cancer cell line (CT=25.3). In addition, significant levels of expression are 
seen in clusters of cell lines derived from brain, gastric, colon, lung, and ovarian cancers. In 
addition, expression overall appears to be higher in samples derived from cancer cell lines than 
in normal tissues. Thus, expression of this gene could be used as a marker to detect the 
presence of cancer. This gene encodes a homolog of rhophilin, a rho GTPase that is involved 
in a signaUng pathway that regulates cell adhesion, among other fimctions. Therefore, 
therapeutic modulation of the expression or function of this gene may be effective in the 
treatment of these cancers. 

Among tissues with metabolic function, this gene is expressed at moderate to low 
levels in pituitary, adipose, adrenal gland, pancreas, thyroid, skeletal muscle, and adult and 
fetal heart, and liver. This widespread expression among these tissues suggests that this gene 
product may play a role in normal neuroendocrine and metabolic and that disregulated 
expression of this gene may contribute to neuroendocrine disorders or metabolic diseases, such 
as obesity and diabetes. 

This gene is also expressed at moderate to low levels in the CNS and may be a small 
molecule target for the treatment of neurologic diseases. 

Panel 4.1D Summary: Ag3643 Expression of the CG59987-01 gene is highest in NCI-H292 
cells stimulated by 1L-9(CT=29.2). The gene is also expressed in a cluster of treated and 
untreated NCI-H292 mucoepidermoid cell line samples. The transcript is also expressed at 
lower but still significant levels in both small airway and bronchial epithelium treated with IL- 
1 beta and T>fF-alpha. In comparison, expression in the normal lung is relatively low. The 
expression of the transcript in activated normal epithelium as well as a cell line that is often 
used as a model for airway epithelium (NCI-H292 cells) suggests that this transcript may be 
important in the proliferation or activation of airway epithelium. Therefore, therapuetics 
designed with the protein encoded by this transcript could be important in the treatment of 
diseases which include lung airway inflammation such as asthma and COPD. 



DN. CG59971-01 and CG59971-02: Leucine Rich Repeat protein 
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Expression of gene CG59971-01 and variant CG59971-02 was assessed using the 
primer-probe set Ag3639, descnbed in Table DNA. Results of the RTQ-PCR runs are shown 
in Tables DNB and DNC. 



Table DNA . Probe Name Ag3639 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 ' -ttctgccaacttcagctacaat-3 ' 


22 


510 


755 


Probe 


TET-5 • -cttagacagctccctgcgcctcttgt-3 ' - 

TAMRA 


26 


543 


756 


Reverse 


5 ' -acttgattgtggcttaggttca-3 ' 


22 


584 


757 



Table DNB . General_screeningj5anel_vl.4 



Tissue Name 


Ret. Exp.(%) Ag3639, 
Run 218234144 


Tissue Name 


Rel. Exp.(%) Ag3639, 
Run 218234144 


Adipose 


3.2 


Renal ca. TK-10 


24.0 


Melanoma* 
Hs688(A).T 


17.9 


Bladder 


11.8 


Melanoma* 
Hs688(B).T 


12.6 


Gastric ca. (liver met.) 
NCI-N87 


35.6 


Melanoma* Ml 4 


64.6 


Gastric ca. KATO lU 


35.8 


Melanoma* 
LOXIMVI 


1 S 5 


Tolon ca SW-948 


8 0 


Melanoma* SK- 
MEL-5 


25.2 


Colon ca. SW480 


55.5 


Squamous cell 
carcinoma SCC-4 


10.5 


Colon ca.* (SW480 
met) SW620 


32.8 


Testis Pool 


8.9 


Colon ca. HT29 


13.7 


Prostate ca.* (bone 
met) PC-3 


19.3 


Colon ca. HCT-116 


34.9 


Prostate Pool 


3.2 


Colon ca. CaCo-2 


15.4 


Placenta 


16.3 


Colon cancer tissue 


14.3 


Uterus Pool 


1.0 


Colon ca. SW1116 


7.9 


Ovarian ca. 
OVCAR-3 


19.9 


Colon ca. Colo-205 


13.3 


Ovarian ca. SK-OV- 
3 


30.1 


Colon ca. SW-48 


8.8 


Ovarian ca. 
OVCAR-4 


14.8 


Colon Pool 


8.2 


Ovarian ca. 
OVCAR-5 


60.7 


Small Intestine Pool 


7.7 


Ovarian ca. IGROV- 


15.1 


Stomach Pool 


3.9 
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Ovarian ca, 
UVCAR-8 


9.5 


Bone Marrow Pool 


9 7 


Ovary 


12.6 


Fetal Heart 


7.2 


breast ca. IVlLr-7 


54,0 


Heart Pool 


3.7 


Breast ca. MDA- 
Mr>-z J 1 


31.2 


LvniDh Node Pool 


in 4 


oreast ca. B 1 549 


27.2 


Fetal Skeletal Muscle 


4.0 


oreast ca. 1 4 /D 


100,0 


Skeletal Muscle Pool 


3.6 


oreast ca. MDA-N 


20.4 


Spleen Pool 


8.4 


oreast rool 


8.9 


Thymus Pool 


15.3 


Trachea 


10.3 


CNS cancer (glio/astro) 
U87-MG 


17 Q 

J I .y 


Lung 


1,1 


CNS cancer (glio/astro) 
U-118-MG 




Fetal Lung 


21.9 


CNS cancer 
(neuro;met) SK-N-AS 




Lung ca. NCI-N417 


4.5 


CNS cancer (astro) SF- 
539 


1 ^ 1 


Lung ca. LX-1 


32.8 


CNS cancer (astro) 
SNB-75 




Lung ca.NCI-H 146 


7.7 : 


CNS cancer (glio) 
SNB-19 


1 9 9 


Lung ca. SHP-77 

^ , 


33.2 


CNS cancer (gho) SF- 
295 


?1 4 

1 .H 


(Lung ca. A549 


30.8 


Brain (Amygdala) Pool 


7.9 


Lung ca. NC1-H526 


8.7 


Brain (cerebellum) 


27.4 


Lung ca. NCI-H23 


23.2 


Bram (fetal) 


24.3 


Lung ca. NCI-H460 


18.0 


Brain (Hippocampus) 
Pool 


O.o 


Lung ca. riOP-o2 


9.2 


Cerebral Cortex Pool 


8.0 


Lung ca. NCI-H522 


22.5 ; 

] 


Brain (Substantia nigra) 
Pool 


O.J 


Liver 


0.8 ] 


Brain (Thalamus) Pool 


10.7 


Fetal Liver 


8.8 J 


Brain (whole) 


13.8 


Liver ca. HeDG2 ! 


1Q < 




/- 
/ .U 


Kidney Pool 


12.9 J 


\drenal Gland 


14.1 


Fetal Kidney 


8.4 1 


Pituitary gland Pool 


6.6 


Kenai ca. 7oo-0 


20.0 5 


Salivary Gland 


3.0 


Kenai ca. A4y5 


5.2 1 


rhyroid (female) 


4.9 


Kenai ca. ALrlN 


34.4 I 


*ancreatic ca. CAPAN2 


20.9 


Renal ca. UO-3 1 


U.J t 


ancreas r^ooi 


10.7 1 



Table PNC . Panel 4. ID 
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Tissue Name 


Rel. Exp.(%) 
Ag3639, Run 
169975065 


Tissue Name 


Rel. Exp.(%) 
Ag3639, Run 
169975065 


Secondary Thl act 


51.8 


HUVEC IL-lbeta 


27.0 


Secondary Th2 act 


68.8 


HUVEC IFN gamma 


31.2 


Secondary Trl act 


74.7 


HUVEC TNF alpha + IFN 
gamma 


28.9 


Secondary Thl rest 


26.4 


HUVEC TNF alpha + IL4 


26.4 


Secondary Th2 rest 


41.5 


HUVEC IL-11 


22.4 


kjw^i^iiiicii y J. 1 1 iwoi 


24.1 


Lung Microvascular EC 
none 


55.5 


riiiiicuy ill! aci 


50 3 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


36.1 


Primnrv TVi'? 5iPt 
1 Illllaljr V\\Am aWl 


75 S 


Microvascular Dermal EC 
none 


23.5 


Pnmj^rv Xrl Jirt 
X liiiicu y ill dw 


66.4 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


33.0 


PrimarvTlil rPQt 
riiiiicuy 1111 iwai 


19.8 


Bronchia] epithelium 
TNFalpha + ILlbeta 


22.8 


PrTmarv rpQt 
J iliiiaiy 1 ii^ ic^ol 




Small airway epithelium 

none 


23.2 


1 iiiiicuy ill iwoi 


64 2 


Small airway epithelium 
TNFalpha + IL-lbeta 


37.1 


CD45RA CD4 
lymphocyte act 


35 4 


Coronerv arterv SMC rest 


21.2 


CD45RO CD4 
lymphocyte act 


59.5 


Coronery artery SMC 
TNFalpha + IL-lbeta 


13.4 


CDS lymphocyte act 


64.6 


Astrocytes rest 


23.3 


Secondary CD8 
lymphocyte rest 


"^6 1 


Astrocytes TNFalpha + 
IL-lbeta 


25,2 


Secondary CDS 
lymphocyte act 


45 1 


lClJ-81 2 TBasonhin rest 


22.4 


r^F)4. Ivmnhnpvtp nonp 

V_/J--' T I y 1 1 1 L^l w jr ilWll^ 


20.0 


KU-8 12 (Basophil) 

PMA/ionomycin 


32.8 


2ry Thl/Th2/Trl_anti- 
CD95 CHU 


44.1 


CCD 1 106 (Keratinocytes) 

none 


61.6 


LAK cells rest 


53.2 


\^y^uv VKJK) (ivcraunocyies) 
TNFalpha + IL-lbeta 


49.0 


LAK cells IL-2 


57.4 


Liver cirrhosis 


8.1 


LAK cells IL-2+IL-12 


54.0 


NCI-H292 none 


46.7 


LAK cells IL-2+IFN 
gamma 


59.0 


NCI-H292 IL-4 


45.1 


LAK cells IL-2+IL-18 


61.6 


NCI-H292 IL-9 


58.6 


LAK cells 
PMA/ionomycin 


39.0 


NC1-H292 IL-13 


35.6 
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NK Cells IL-2 rest 


60.7 


NC1-H292 IFN gamma 


28.9 


i wu vv dy ivijux J tidy 


1 


rlr'AbC none 


18.3 


Two Way MLR 5 day 


36.6 


HrAiiL li>r aJpna + IL-l 
beta 


44.8 


Two Wflv MT R 7 Hav 
J wu vv dy iviL/ix / udy 


JO.O 


Lung fibroblast none 


28.3 


PBMC rest 


22.2 


Lung riDrobiast INr alpha 
+ IL-I beta 


20.2 


PBMC PWM 


62.4 


Lung fibroblast IL-4 


?Q 1 
^y* 1 


PBMC PHA-L 


42.9 Lung fibroblast IL-9 


50.7 


rvdiiiui* yD LCii) none 


43.5 Lung fibroblast IL-13 


40.3 


Ramos (B cell) 

iuuumywin 


46,3 


Lung fibroblast IFN 

gamma 


37.4 


B lymphocytes PWM 


40 Q 


Dermal fibroblast 
CCD 1070 rest 


60.3 


B lymphocytes CD40L 
and IT -4 


78.5 


Dermal fibroblast 
CCD1070TNF alpha 


92.7 


EOL-l dbcAMP 


34.2 


Dermal fibroblast 
CCD 1070 IL-1 beta 


22.7 


PMA/ionomycin 


62.0 


Dermal fibroblast EFN 
gamma 


24.0 


Dendritic cells none 


65.1 


Dermal fibroblast IL-4 


35.6 


Denflritir rpllc T 


25.3 


Dermal Fibroblasts rest 


21.8 


i^ciiuiiiiL ccnb diiii*' 

CD40 


41.8 


Neutrophils TNFa+LPS 


1.7 


Monocytes rest 


100.0 


Neutrophils rest 


1 O.J 


Monocytes LPS 


77.4 


Colon 


1 1 0 
1 1 .z 


Macrophages rest 


62.4 


Lung 


17 7 


Macrophages LPS 


15.9 


Thymus 


81.8 


HUVEC none 


20.0 


fCidney 


18.6 


HUVEC starved 


30.6 







CNS_neurodegeneration_vl.O Summary: Ag3639 Results fi-om one experiment with the 
CG59971-01 gene are not included. The amp plot indicates that there were experimental 
difficulties with this run. 



General_screeningj)anel_vl.4 Summary: Ag3639 Expression of the CG59971-02 gene is 
ubiquitous in this panel, with highest expression in a breast cancer cell line (CT-26.6). 
Overall, expression of this gene appears to be higher in samples derived from cancer cell lines 
than in normal tissues. This widespread expression suggests that this gene product is involved 
in cell growth and prolideration. Thus, expression of this gene could be used as a marker to 
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detect the presence of cancer. Furthermore, therapeutic modulation of the expression or 
function of this gene may be useful in the treatment of cancer. 



In addition, this gene is expressed at much higher levels in fetal lung and liver 
(CTs=29-30) when compared to expression in the adult counterpart (CTs==33). Thus, 
expression of this gene may be used to differentiate between the fetal and adult sources of 
these tissue. 

Among tissues with metabolic function, this gene is expressed at moderate to low^ 
levels in pituitary, adipose, adrenal gland, pancreas, thyroid, and adult and fetal skeletal 
muscle, heart, and liver. This widespread expression among these tissues suggests that this 
gene product may play a role in normal neuroendocrine and metabolic and that disregulated 
expression of this gene may contribute to neuroendocrine disorders or metabolic diseases, such 
as obesity and diabetes. 

This gene is also highly expressed in the brain, with highest expression in the 
cerebellum (CT = 28.5), with moderate expression in other CNS regions as well including, 
amygdala, hippocampus, cerebral cortex, substantia nigra and thalamus. This gene encodes a 
leucine-rich repeat protein. Leucine rich repeats (LRR) mediate reversible protein-protein 
interactions and have diverse cellular functions, including cellular adhesion and signaling. 
Several of these proteins, such as connectin, slit, chaoptin, and Toll have pivotal roles in 
neuronal development in Drosophila and may play significant but distinct roles in neural 
development and in the adult nervous system of humans (Ref. 1). In Drosophilia, the LRR 
region of axon guidance proteins has been shown to be critical for their function (especially in 
axon this gene shows high expression in the brain, it is an excellent candidate neuronal 
guidance protein for axons, dendrites and/or growth cones in general. Therefore, therapeutic 
modulation of the levels of this protein, or possible signaling via this protein, may be of utility 
in enhancing/directing compensatory synaptogenesis and fiber growth in the CNS in response 
Lu neuronal ueaih (stroke, head n^auma), axon lesion (spmal cord mjury), or neurodegeneration 
(Alzheimer's, Parkinson's, Huntington's, vascular dementia or any neurodegenerative disease). 

References: 

1. Battye R., Stevens A., Perry R.L., Jacobs J.R, (2001) Repellent signaling by Slit 
requires the leucine-rich repeats. J. Neurosci. 21: 4290-4298. 
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Panel 4.1D Summarj': Ag3639 The CG59971-01 gene is expressed at high to moderate 
levels in a wide range of cell types of significance in the immune response in health and 
disease. Highest expression of the gene is seen in resting monocytes (CT=28.6). Significant 
levels of expression are also seen in members of the T-cell, B-cell, endothelial cell, 
macrophage/monocyte, and peripheral blood mononuclear cell family, as well as epithelial and 
fibroblast cell types from lung and skin, and normal tissues represented by colon, lung, thymus 
and kidney. This ubiquitous pattern of expression suggests that this gene product may be 
involved in homeostatic processes for these and other cell types and tissues. This pattern is in 
agreement with the expression profile in General_screening_panel_vl.4 and also suggests a 
role for the gene product in cell survival and proliferation. Therefore, modulation of the gene 
product with a functional therapeutic may lead to the alteration of functions associated with 
these cell types and lead to improvement of the symptoms of patients suffering from 
autoimmune and inflammatory diseases such as asthma, allergies, inflanmiatory bowel 
disease, lupus erythematosus, psoriasis, rheumatoid arthritis, and osteoarthritis. 

Example D. Identification of Single Nucleotide Polymorphisms in NOVX nucleic acid 
sequences 

Variant sequences are also included in this application. A variant sequence can include 
a single nucleotide polymorphism (SNP). A SNP can, in some instances, be referred to as a 
"cSNP" to denote that the nucleotide sequence containing the SNP originates as a cDNA. A 
SNP can arise in several ways. For example, a SNP may be due to a substitution of one 
nucleotide for another at the polymorphic site. Such a substitution can be either a transition or 
a transversion. A SNP can also arise from a deletion of a nucleotide or an insertion of a 
nucleotide, relative to a reference allele. In this case, the polymorphic site is a site at which 
one allele bears a gap with respect to a particular nucleotide in another allele, SNPs occurring 
within genes may result in an alteration of the amino acid encoded by the gene at the position 
of the SNP. Intragenic SNPs may also be silent, when a codon including a SNP encodes the 
same amino acid as a result of the redundancy of the genetic code. SNPs occurring outside the 
region of a gene, or in an intron within a gene, do not result in changes in any amino acid 
sequence of a protein but may result in altered regulation of the expression pattern. Examples 
include alteration in temporal expression, physiological response regulation, cell type 
expression regulation, intensity of expression, and stability of transcribed message. 

SeqCalling assemblies produced by the exon linking process were selected and 

extended using the following criteria. Genomic clones having regions with 98% identity to all 
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or part of the initial or extended sequence were identified by BLASTN searches using the 
relevant sequence to query human genomic databases. The genomic clones that resulted were 
selected for further analysis because this identity indicates that these clones contain the 
genomic locus for these SeqCalling assemblies. These sequences were analyzed for putative 
coding regions as well as for similarity to the known DNA and protein sequences. Programs 
used for these analyses include Grail, Genscan, BLAST, HMMER, FASTA, Hybrid and other 
relevant programs. 

Some additional genomic regions may have also been identified because selected 
SeqCalling assemblies map to those regions. Such SeqCalling sequences may have 
overlapped with regions defined by homology or exon prediction. They may also be included 
because the location of the fragment was in the vicinity of genomic regions identified by 
similarity or exon prediction that had been included in the original predicted sequence. The 
sequence so identified was manually assembled and then may have been extended using one 
or more additional sequences taken from CuraGen Corporation's human SeqCalling database. 
SeqCalling fragments suitable for inclusion were identified by the CuraTools™ program 
SeqExtend or by identifying SeqCalling fragments mapping to the appropriate regions of the 
genomic clones analyzed. 

The regions defined by the procedures described above were then manually integrated 
and corrected for apparent inconsistencies that may have arisen, for example, from miscalled 
bases in the original fragments or from discrepancies between predicted exon junctions, EST 
locations and regions of sequence similarity, to derive the final sequence disclosed herein. 
When necessary, the process to identify and analyze SeqCalling assemblies and genomic 
clones was reiterated to derive the frill length sequence (Alderbom et al.. Determination of 
Single Nucleotide Polymorphisms by Real-time Pyrophosphate DNA Sequencing. Genome 
Research. 10 (8) 1249-1265, 2000). 

Variants are reported individually but any combination of all or a select subset of 
variants are also included as contemplated NOVX embodiments of the invention. 



N0V5a has one SNP variant, whose variant positions for its nucleotide and amino acid 
sequences is numbered according to SEQ ID N0s:13 and 14 , respectively. The nucleotide 
sequence of the N0V5a variant differs as shown in Table SNPl. 

Table SNPl. NOVSa variants. 
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Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13376274 


143 


A 


T 


47 


Gin 


Leu 



N0V9a has eight SNP variants, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ED N0s:21 and 22 , respectively. The 
nucleotide sequence of the N0V9a variant differs as shown in Table SNP2. 



Table SNP2. NOV9a variants. 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13376043 


230 


G 


T 


72 


Glu 


End 


13376044 


341 


G 


A 


109 


Gly 


Arg 


13376045 


441 


A 


C 


142 


Gin 


Pro 


13376046 


532 


C 


T 


172 


His 


His 


13376050 


1680 


T 


C 


555 


Leu 


Ser 


13376049 


1762 


G 


T 


582 


Leu 


Phe 


13376048 


1818 


C 


T 


601 


Ser 


Leu 


13376047 


1900 


A 


G 


628 


Thr 


Thr 



N0Y14a has five SNT vaiiairL:^, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ED NOs:43 and 44 , respectively. The 
nucleotide sequence of the NOV 14a variant differs as shown in Table SNP3. 

Table SNP3. NOV14a variants. 



1081 



wo ()2/(>72757 



PCT/11S02/06908 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13376438 


1307 


T 


C 


431 


Val 


Ala 


13376437 


1571 


A 


G 


519 


His 


Arg 


13376436 


1625 


T 


C 


537 


Val 


Ala 


13376435 


1646 


T 


C 


544 


Val 


Ala 


13376434 


1667 


T 


C 


551 


He 


Thr 



N0V15a has twelve SNP variants, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs:53 and 54 , respectively. The 
nucleotide sequence of the NOV 15a variant differs as shown in Table SNP4. 



Table SNP4. NOVlSa variants. 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13376083 


154 


A 


G 


45 


Pro 


Pro 


13376082 


194 


T 


C 


59 


Ser 


Pro 


13376081 


253 


G 


A 


78 


Arg 


Arg 


13376080 


280 


G 


A 


87 


Gin 


Gin 


13376079 


327 


C 


T 


103 


Ala 


Val 


13376078 


338 


C 


T 


107 


Pro 


Ser 


13376077 


366 


T 


C 


116 


ne 


Thr 


13376076 


502 


A 


G 


161 


Lys 


Lys 


13376069 


1069 


A 


G 


350 


Pro 


Pro 


13376072 


1137 


A 


G 


373 


Gill 


r.iv 


13376071 


1264 


T 


C 


415 


Leu 


Leu 


13376070 


1367 


T 


C 


450 


Ser 


Pro 
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NOV 17a has four SNP variants, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID N0s:61 and 62 , respectively. The 
nucleotide sequence of the NOV 17a variant differs as shown in Table SNP5. 



Table SNP5. NOV17a variants. 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13377433 


175 


T 


C 


55 


His 


His 


13377432 


223 


C 


G 


71 


Pro 


Pro 


13377431 


538 


G 


A 


176 


Thr 


Thr 


13377430 


680 


T 


C 


224 


Phe 


Leu 



NOV 19a has one SNP variant, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID N0s:71 and 72 , respectively. The 
nucleotide sequence of the NOV 19a variant differs as shown in Table SNP6. 



Table SNP6. NOV19a variants. 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13377434 


1777 


T 


A 


586 


Thr 


Thr 



N0V21a has one SNP variant, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs:75 and 76 , respectively. The 
nucleotide sequence of the N0V2 la variant differs as shov^ in Table SNP7. 



Table SNP7. N0V21a variants. 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13377435 


7503 


T 


A 


2482 


Ala 


Ala 
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NOV38a has two SNP variants, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs:123 and 124 , respectively. The 
nucleotide sequence of the NOV38a variant differs as shown in Tabic SNP8. 



Table SNP8. NOV38a variants. 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13377439 


801 


G 


A 


232 


Ser 


Ser 


13377441 


1595 


C 


G 


497 


Pro 


Arg 



NOV39a has three SNP variants, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs:125 and 126 , respectively. The 
nucleotide sequence of the NOV39a variant differs as shown in Table SNP9. 



Table SNP9. NOV39a variants. 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13375670 


183 


C 


G 


57 


His 


Gin 


13375669 


187 


C 


T 


59 


Leu 


Phe 


13377389 


1385 


A 


G 


458 


His 


Arg 



NOV46a has four SNP variants, whose variant positions for its nucleotide and amino 

acid sequences is nnmhpreH according to SEQ ID N03:I43 and 144 , icspcciively. The 
nucleotide sequence of the NOV46a variant differs as shown in Table SNP 10. 



Table SNPIO. NOV46a variants. 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 
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13377442 


177 


T 


C 


27 


Val 


Ala 


13377443 


590 


A 


G 


165 


Thr 


Ala 


13377444 


799 


A 


G 


234 


Gin 


Gin 


13377445 


977 


T 


C 


294 


Tyr 


His 



NOV49a has two SNP variants, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID N0s:151 and 152 , respectively. The 
nucleotide sequence of the NOV49a variant differs as shown in Table SNP 11 . 



Table SNPll. NOV49a variants. 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13377450 


119 


A 


G 


7 


Arg 


Gly 


13377448 


1556 


G 


A 


486 


Ala 


Thr 



NOV50a has one SNP variant, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs: 153 and 154 , respectively. The 
nucleotide sequence of the NOVSOa variant differs as shown in Table SNP 12. 



Table SNP12. NOVSOa variants. 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13377451 


2371 


G 


A 


791 


Ala 


Thr 



N0V51a has five SNP variants, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs: 155 and 156 , respectively. The 
nucleotide sequence of the N0V51a variant differs as shown in Table SNP13. 

Table SNP13. NOV51 a variants. 
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Variant 


Nucleoti 


des 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13374492 


765 


G 


A 


243 


Ala 


Thr 


13374491 


924 


T 


C 


296 


Phe 


Leu 


13377453 


1028 


C 


T 


330 


Pro 


Pro 


13377454 


1052 


A 


C 


338 


Ala 


Ala 


13377455 


1205 


C 


T 


389 


His 


His 



NOV52a has one SNP variant, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs:157 and 158 , respectively. The 
nucleotide sequence of the NOV52a variant differs as shown in Table SNP 14. 



Table SNP14. NOV52a variants. 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13377458 


221 


C 


T 


37 


Arg 


Tip 



NOV55a has one SNP variant, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs:163 and 164 , respectively. The 
nucleotide sequence of the NOV55a variant differs as shown in Table SNP15. 



Table SNP15. NOVSSa variants. 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13377462 


514 


C 


T 


165 


Arg 


Tip 


13377461 


993 


T 


C 


324 


Ser 


Ser 



NOV60a has one SNP variant, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs: 1 83 and 1 84 , respectively. The 
nucleotide sequence of the NOV55a variant differs as shown in Table SNP 16. 
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Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13377463 


453 


T 


C 


111 


Gly 


Gly 



NOV65a has one SNP variant, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs:195 and 196, respectively. The 
nucleotide sequence of the NOV65a variant differs as shown in Table SNP 17. 



Table SNP17. NOV65a variants. 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13377464 


75 


C 


A 


25 


Gin 


Lys 



NOV68ahas one SNP variant, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs:201 and 202, respectively. The 
nucleotide sequence of the NOV68a variant differs as shown in Table SNP18. 



Table SNP18, NOV68a variants. 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13377465 


438 


C 


G 


145 


Gly 


Gly 



NOV72a has one SNP variant, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs:209 and 210, respectively. The 
nucleotide sequence of the NOV72a variant differs as shown in Table SNP19. 

Table SNP19. NOV72a variants. 
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Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13377466 


839 


C 


T 


271 


Pro 


Ser 



NOVSOa has four SNP variants, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs:225 and 226, respectively. The 
nucleotide sequence of the NOVSOa variant differs as shown in Table SNP20. 



Table SNP20. NOVSOa variants. 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13377471 


166 


G 


T 


46 


Ala 


Ser 


13377470 


482 


C 


T 


151 


Ala 


Val 


13377469 


685 


A 


G 


219 


Thr 


Ala 


13377468 


1410 


G 


C 


460 


Glu 


Asp 



NOVSla has four SNP variants, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs:229 and 230, respectively. The 
nucleotide sequence of the NOVSla variant differs as shown in Table SNP21. 



Table SNP2L NOVSla variants. 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13377472 


285 


C 


T 


91 


His 


Tyr 


13377473 


553 


A 


G 


180 


His 


Arg 


13377474 


554 


C 


T 


180 


His 


His 


13377475 


2581 


A 


G 


856 


Gin 


Arg 
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NOV89a has two SNP variants, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs:249 and 250, respectively. The 
nucleotide sequence of the NOV89a variant differs as shown in Table SNP22. 



Table SNP22. NOV89a variants. 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13377477 


425 


A 


G 


119 


Met 


Val 


13377478 


1162 


C 


A 


364 


Val 


Val 



NOV94a has one SNP variants, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs:269 and 270, respectively. The 
nucleotide sequence of the NOV94a variant differs as shown in Table SNP23. 



Table SNP23. NOV94a variants. 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13377479 


1005 


T 


C 


303 


Asp 


Asp 



NOV96a has two SNP variants, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs:273 and 274, respectively. The 
nucleotide sequence of the NOV96a variant differs as shown in Table SNP24. 



Table SNP24. NOV96a variants. 



Variant 


N 


ucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13377480 


150 


A 


G 


45 


Lys 


Arg 


13377482 


2221 


A 


G 


735 


Ser 


Ser 
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NOV99a has one SNP variant, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs:283 and 284, respectively. The 
nucleotide sequence of the NOV99a variant differs as shown in Table SNP25. 



Table SNP25. NOV99a variants. 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13377485 


274 


T 


C 


78 


Thr 


Thr 



NOV 105a has three SNP variants, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs:299 and 300, respectively. The 
nucleotide sequence of the NOV 105a variant differs as shown in Table SNP26, 



Table SNP26. NOVlOSa variants. 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13377488 


453 


C 


T 


145 


lie 


ne 


13377487 


828 


T 


G 


270 


Thr 


Thr 


13377486 


924 


A 


G 


302 


Thr 


Thr 



NOV 11 3a has three SNP variants, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs:315 and 316, respectively. The 
nucleotide sequence of the NOV 1 13a variant differs as shown in Table SNP27. 



Table SNP27. NOV113a variants. 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13377490 


340 


G 


A 


100 


Ala 


Thr 


13377491 


659 


C 


T 


206 


Pro 


Leu 


13377492 


726 


C 


T 


228 


Arg 


Arg 


13377493 


915 


T 


C 


291 


Ala 


Ala 


13377494 


1058 


T 


C 


339 


He 


Thr 
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13377495 


1088 


T 


C 


349 


Leu 


Pro 



NOV! 14a has two SNP variants, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs:319 and 320, respectively. The 
nucleotide sequence of the NOVl 14a variant differs as shown in Table SNP28. 



Table SNP28. NOV114a variants. 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modiiled 


Position 


Initial 


Modified 


13375633 


185 


T 


C 


54 


Val 


Ala 


13375632 


689 


A 


G 


222 


Gin 


Arg 



NOVl 16a has two SNP variants, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs:325 and 326, respectively. The 
nucleotide sequence of the NOVl 16a variant differs as shown in Table SNP29. 



Table SNP29. NOV116a variants. 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13374815 


203 


A 


G 


63 


Thr 


Ala 


1 TIT/IO 1 A 




nr 










i 1 -ru i-r 




1 


\^ 




Leu 


no 



NOVl 17a has three SNP variants, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs:329 and 330, respectively. The 
nucleotide sequence of the NOVl 17a variant differs as shown in Table SNP30. 
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Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13377507 


453 


A 


G 


149 


Pro 


Pro 


13377506 


755 


A 


T 


250 


Glu 


Val 


13377505 


1128 


G 


A 


374 


Lys 


Lys 



NOV 124a has six SNP variants, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs:343 and 344, respectively. The 
nucleotide sequence of the NOV 124a variant differs as shown in Table SNP31. 



Table SNP31. NOV124a variants. 



Variant 


Nucleotides 


Amino Acids 


Position 


initial 


Modified 


Position 


Initial 


Modified 


13377511 


186 


C 


T 


39 


Ser 


Ser 


13377512 


372 


C 


T 


101 


Gly 


Gly 


13377513 


970 


G 


T 


301 


Asp 


Tyr 


13377514 


1051 


G 


A 


328 


Val 


Met 


13377515 


1266 


C 


T 


399 


He 


He 


13377516 


1304 


A 


G 


412 


Asp 


Gly 



NOV 126a has two SNP variants, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs:349 and 350, respectively. The 
nucleotide sequence of the NOV 126a variant differs as shown in Table SNP32. 



Table SNP32. NOV126a variants. 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13377517 


747 


T 


C 


234 


Cys 


Cys 


13377518 


1879 


C 


T 


612 


Gin 


End 
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OTHER EMBODIMENTS 

Although particular embodiments have been disclosed herein in detail, this has been done by 
way of example for purposes of illustration only, and is not intended to be limiting with 
respect to the scope of the appended claims, which follow. In particular, it is contemplated by 
the inventors that various substitutions, alterations, and modifications may be made to the 
invention without departing from the spirit and scope of the invention as defined by the 
claims. The choice of nucleic acid starting material, clone of interest, or library type is 
believed to be a matter of routine for a person of ordinary skill in the art with knowledge of the 
embodiments described herein. Other aspects, advantages, and modifications considered to be 
within the scope of the following claims. The claims presented are representative of the 
inventions disclosed herein. Other, unclaimed inventions are also contemplated. Applicants 
reserve the right to pursue such inventions in later claims. 
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What is claimed is: 

1 . An isolated polypeptide compnsing an amino acid sequence selected from the 
group consisting of: 

a) a mature form of the amino acid sequence selected fi^om the group consisting of 
SEQ ID NO: 2n, wherein n is an integer between 1 and 178; 

b) a variant of a mature form of the amino acid sequence selected from the group 
consisting of SEQ ID NO: 2n, wherein n is an integer between 1 and 178, 
wherein any amino acid in the mature form is changed to a different amino 
acid, provided that no more than 15% of the amino acid residues in the 
sequence of the mature form are so changed; 

c) the amino acid sequence selected from the group consisting of SEQ ID NO: 2n, 
wherein n is an integer between 1 and 178; 

d) a variant of the amino acid sequence selected from the group consisting of SEQ 
ID NO: 2n, wherein n is an integer between 1 and 1 78 wherein any amino acid 
specified in the chosen sequence is changed to a different amino acid, provided 
that no more than 15% of the amino acid residues in the sequence are so 
changed; and 

e) a fragment of any of a) through d). 

2. The polypeptide of claim 1 that is a naturally occurring allelic variant of the sequence 
selected from the group consisting of SEQ ID NO: 2n, wherein n is an integer between 1 and 
178. 

3. The polypeptide of claim 2, wherein said allelic variant comprises an amino acid 
sequence that is the translation of a nucleic acid sequence differing by a single nucleotide from 
a nucleic acid sequence selected from the group consisting of SEQ ID NO: 2n, wherein n is an 

U 1 - . J 1 

liii^g&i uciwccil 1 aiiu 1/0. 

4. The polypeptide of claim 1 that is a variant polypeptide described therein, wherein any 
ammo acid specified in the chosen sequence is changed to provide a conservative substitution. 

5. A method for determining the presence or amount of the polypeptide of claim 1 in a 
sample, the method comprising: 

1094 



\\ O 02/072757 P( l7i:S(>2/06908 

(a) providing said sample; 

(b) introducing said sample to an antibody that binds immunospecifically to the 
polypeptide; and 

(c) determining the presence or amount of antibody bound to said polypeptide, 
thereby determining the presence or amount of polypeptide in said sample. 

6. A method for determining the presence of or predisposition to a disease associated with 
altered levels of the polypeptide of claim 1 in a first mammalian subject, the method 
comprising: 

a) measuring the level of expression of the polypeptide in a sample from the first 
mammalian subject; and 

b) comparing the amount of said polypeptide in the sample of step (a) to the 
amount of the polypeptide present in a control sample from a second 
mammalian subject known not to have, or not to be predisposed to, said 
disease, 

wherein an alteration in the expression level of the polypeptide in the first subject as 
compared to the control sample indicates the presence of or predisposition to said disease. 

7. A method of identifying an agent that binds to the polypeptide of claim 1 , the method 
comprising: 

(a) introducing said polypeptide to said agent; and 

(b) determining whether said agent binds to said polypeptide. 

8. The method of claim 7 wherein the agent is a cellular receptor or a downstream 
effector. 

9. A method for identifying a potential therapeutic agent for use in treatment of a 
pathology, wherein the pathology is related to aberrant expression oi aberrani physioiogicai 
interactions of the polypeptide of claim 1, the method comprising: 

(a) providing a cell expressing the polypeptide of claim 1 and having a property 
or function ascribable to the polypeptide; 

(b) contacting the cell with a composition comprising a candidate substance; 
and 
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(c) determining whether the substance alters the property or function ascribable 

to the polypeptide; 

whereby, if an alteration observed in the presence of the substance is not observed 
when the cell is contacted with a composition devoid of the substance, the substance is 
identified as a potential therapeutic agent. 



1 0. A method for screening for a modulator of activity or of latency or predisposition to a 
pathology associated with the polypeptide of claim 1, said method comprising: 

a) administering a test compound to a test animal at increased risk for a pathology 
associated with the polypeptide of claim 1, wherein said test animal 
recombinantly expresses the polypeptide of claim 1; 

b) measuring the activity of said polypeptide in said test animal after 
administering the compound of step (a); and 

c) comparing the activity of said protein in said test animal with the activity of 
said polypeptide in a control animal not administered said polypeptide, wherein 
a change in the activity of said polypeptide in said test animal relative to said 
control animal indicates the test compound is a modulator of latency of, or 
predisposition to, a pathology associated with the polypeptide of claim 1 . 



11. The method of claim 10, wherein said test animal is a recombinant test animal that 
expresses a 

test protein transgene or expresses said transgene under the control of a promoter at an 
increased level relative to a wild-type test animal, and wherein said promoter is not the native 
gene promoter of said transgene. 

1 2. A method for modulating the activity of the polypeptide of claim 1 , the method 
comprising introducing a cell sample expressing the polypeptide of said claim with a 
compound that binds to said polypeptide in an amount sufficient to modulate the activity of the 
polypeptide. 

13. An isolated nucleic acid molecule comprising a nucleic acid sequence encoding a 
polypeptide comprising an amino acid sequence selected from the group consisting of: 

a) a mature form of the amino acid sequence given SEQ ED NO: 2n, wherein n is 
an integer between 1 and 178; 
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b) a variant of a mature form of the amino acid sequence selected from the group 
consisting of SEQ ID NO: 2n, wherein n is an integer between 1 and 178 
wherein any amino acid in the mature form of the chosen sequence is changed 
to a different amino acid, provided that no more than 15% of the amino acid 
residues in the sequence of the mature form are so changed; 

c) the amino acid sequence selected from the group consisting of SEQ ID NO: 2n, 
wherein n is an integer between 1 and 178; 

d) a variant of the amino acid sequence selected from the group consisting of SEQ 
ID NO: 2n, wherein n is an integer between 1 and 178, in which any amino acid 
specified in the chosen sequence is changed to a different amino acid, provided 
that no more than 15% of the amino acid residues in the sequence are so 
changed; 

e) a nucleic acid fragment encoding at least a portion of a polypeptide comprising 
the amino acid sequence selected from the group consisting of SEQ ID NO: 2n, 
wherein n is an integer between 1 and 178 or any variant of said polypeptide 
wherein any amino acid of the chosen sequence is changed to a different amino 
acid, provided that no more than 10% of the amino acid residues in the 
sequence are so changed; and 

f) the complement of any of said nucleic acid molecules. 

14. The nucleic acid molecule of claim 13, wherein the nucleic acid molecule comprises 
the nucleotide sequence of a naturally occurring allelic nucleic acid variant, 

15. The nucleic acid molecule of claim 13 that encodes a variant polypeptide, wherein the 
variant polypeptide has the polypeptide sequence of a naturally occurring polypeptide variant. 

16. The nucleic acid molecule of claim 13, wherein the nucleic acid molecule differs by a 
single nucleotide from a nucleic acid sequence selected from the group consisting of SEQ ID 
NO: 2n-l, wherein n is an integer between 1 and 178. 

17. The nucleic acid molecule of claim 13, wherein said nucleic acid molecule comprises a 
nucleotide sequence selected from the group consisting of 

a) the nucleotide sequence selected from the group consisting of SEQ ID NO: 2n- 
1, wherein n is an integer between I and 178; 
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b) a nucleotide sequence wherein one or more nucleotides in the nucleotide 
sequence selected from the group consisting of SEQ ID NO: 2n-l, wherein n is an integer 
between 1 and 178 is changed from that selected from the group consisting of the chosen 
sequence to a different nucleotide provided that no more than 15% of the nucleotides are so 
changed; 

c) a nucleic acid fragment of the sequence selected from the group consisting of 
SEQ ID NO: 2n-l, wherein n is an integer between 1 and 178; and 

d) a nucleic acid fragment wherein one or more nucleotides in the nucleotide 
sequence selected from the group consisting of SEQ ID NO: 2n-l, wherein n is an integer 
between 1 and 178 is changed from that selected from the group consisting of the chosen 
sequence to a different nucleotide provided that no more than 15% of the nucleotides are so 
changed. 

1 8. The nucleic acid molecule of claim 13, wherein said nucleic acid molecule hybridizes 
under stringent conditions to the nucleotide sequence selected from the group consisting of 
SEQ ID NO: 2n-l, wherein n is an integer between 1 and 178, or a complement of said 
nucleotide sequence. 

19. The nucleic acid molecule of claim 1 3, wherein the sequence is changed such that no 
more than 15% of the nucleotides in the coding sequence differ from the nucleotide sequence 
selected from the group consisting of SEQ ID NO: 2n-l, wherein n is an integer between 1 
and 178 or a fragment thereof. 

20. A vector comprising the nucleic acid molecule of claim 19. 

21 . The vector of claim 20, further comprising a promoter operably linked to said nucleic 
acid molecule. 

22. A cell comprising the vector of claim 20. 

23. A method for determining the presence or amount of the nucleic acid molecule of 
claim 13 in a sample, the method comprising: 

(a) providing said sample; 

(b) introducing said sample to a probe that binds to said nucleic acid molecule; and 
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(c) determining the presence or amount of said probe bouvr»d to said nucleic acid 
molecule, 

thereby determining the presence or amount of the nucleic acid molecule in said 

sample. 

24. The method of claim 23 wherein presence or amount of the nucleic acid molecule is 
used as a marker for cell or tissue type. 

25. The method of claim 24 wherein the cell or tissue type is cancerous. 

26. A method for determining the presence of or predisposition to a disease associated with 
altered levels of the nucleic acid molecule of claim 13 in a first mammalian subject, the 
method comprising: 

a) measuring the amount of the nucleic acid in a sample from the first mammalian 
subject; and 

b) comparing the amount of said nucleic acid in the sample of step (a) to the 
amount of the nucleic acid present in a control sample from a second 
mammalian subject known not to have or not be predisposed to, the disease; 

wherein an alteration in the level of the nucleic acid in the first subject as compared to 
the control sample indicates the presence of or predisposition to the disease. 
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